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<400> 1 
gcgagaactc 


atcctgtagt 


caccagatgg 


agtcccaaac agccaagcag atgtaaggcc 


60 


tgtgctgtgg 


ctctgaggcc 


ctgaatacag 


aagggtcact ttcttagtgg ccaaagagca 


120 


gttgttgaca 


ttgatgtcta 


attattgaac 


acgaccagtc attttactga gctgcggtga 


180 


ggaaacactg 


accatagaag 


atcaagccaa 


atgagggatt gcaaatttcc tgattctttt 


240 


gaattaggat 


tccagatggg 


ggcctcattt 


ctacagcccc caacattcct atagccgtta 


300 


tcactgccat 


caccactgcc 


accagcatct 


tcttgcagat tccacccctg ctccccagag 


360 


acttcctgct 


ttgaaagtga 


gcagaaagga 


agctctcaga aaaatctcta gtggtggctg 


420 


ccgtcgctcc 


agacaatcgg 


aatcctgcct 


tcaccacc atg ggc tgg ctt ttt eta 


476 



Met Gly Trp Leu Phe Leu 
1 5 

aag gtt ttg ttg gcg gga gtg agt ttc tea gga ttt ctt tat cct ctt 524 
Lys Val Leu Leu Ala Gly Val Ser Phe Ser Gly Phe Leu Tyr Pro Leu 
10 15 20 

gtg gat ttt tgc ate agt ggg aaa aca aga gga cag aag cca aac ttt 572 
Val Asp Phe Cys lie Ser Gly Lys Thr Arg Gly Gin Lys Pro Asn Phe 
25 30 35 

gtg att att ttg gec gat gac atg ggg tgg ggt gac ctg gga gca aac 620 
Val Me He Leu Ala Asp Asp Met Gly Trp Gly Asp Leu Gly Ala Asn 
40 45 50 

tgg gca gaa aca aag gac act gee aac ctt gat aag atg get teg gag 668 
Trp Ala Glu Thr Lys Asp Thr Ala Asn Leu Asp Lys Met Ala Ser Glu 
55 60 65 70 

gga atg agg ttt gtg gat ttc cat gca get gee tec ace tgc tea ccc 716 
Gly Met Arg Phe Val Asp Phe His Ala Ala Ala Ser Thr Cys Ser Pro 
75 80 85 

tec egg get tec ttg etc ace ggc egg ctt ggc ctt cgc aat gga gtc 764 
Ser Arg Ala Ser Leu Leu Thr Gly Arg Leu Gly Leu Arg Asn Gly Val 
90 95 100 

aca cgc aac ttt gca gtc act tct gtg gga ggc ctt ccg etc aac gag 812 
Thr Arg Asn Phe Ala Val Thr Ser Val Gly Gly Leu Pro Leu Asn Glu 
105 110 115 

ace ace ttg gca gag gtg ctg cag cag gcg ggt tac gtc act ggg ata 860 
Thr Thr Leu Ala Glu Val Leu Gin Gin Ala Gly Tyr Val Thr Gly lie 
120 125 130 



(1) 



ata ggc aaa tgg cat ctt gga cac cac 
lie Gly Lys Trp His Leu Gly His His 
135 140 



ggc tct tat cac ccc aac ttc 
Gly Ser Tyr His Pro Asn Phe 
145 150 



908 



cgt ggt ttt gat tac tac ttt gga ate 
Arg Gly Phe Asp Tyr Tyr Phe Gly lie 
155 



cca tat age cat gat atg ggc 
Pro Tyr Ser His Asp Met Gly 
160 165 



956 



tgt act gat act cca ggc tac aac cac 
Cys Thr Asp Thr Pro Gly Tyr Asn His 
170 175 



cct cct tgt cca gcg tgt cca 
Pro Pro Cys Pro Ala Cys Pro 
180 



1004 



cag ggt gat gga cca tea agg aac ctt 
Gin Gly Asp Gly Pro Ser Arg Asn Leu 
185 . 190 



caa aga gac tgt tac act gac 
Gin Arg Asp Cys Tyr Thr Asp 
195 



1052 



gtg gec etc cct ctt tat gaa aac etc 
Val Ala Leu Pro Leu Tyr Glu Asn Leu 
200 205 



aac att gtg gag cag ccg gtg 
Asn lie Val Glu Gin Pro Val 
210 



1100 



aac ttg age age ctt gee cag aag tat 
Asn Leu Ser Ser Leu Ala Gin Lys Tyr 
215 220 



get gag aaa gca ace cag ttc 
Ala Glu Lys Ala Thr Gin Phe 
225 230 



1148 



ate cag cgt gca age acc age ggg agg 
Me Gin Arg Ala Ser Thr Ser Gly Arg 
235 



ccc ttc ctg etc tat gtg get 
Pro Phe Leu Leu Tyr Val Ala 
240 245 



1196 



ctg gee cac atg cac gtg ccc tta cct 
Leu Ala His Met His Val Pro Leu Pro 
250 255 



gtg act caa eta cca gca gcg 
Val Thr Gin Leu Pro Ala Ala 
260 



1244 



cca egg ggc aga age ctg tat ggt gca 
Pro Arg Gly Arg Ser Leu Tyr Gly Ala 
265 270 



ggg etc tgg gag atg gac agt 
Gly Leu Trp Glu Met Asp Ser 
275 



1292 



ctg gtg ggc cag ate aag gac aaa gtt 
Leu Val Gly Gin Me Lys Asp Lys Val 
280 285 



gac cac aca gtg aag gaa aac 
Asp His Thr Val Lys Glu Asn 
290 



1340 



aca ttc etc tgg ttt aca gga gac aat 
Thr Phe Leu Trp Phe Thr Gly Asp Asn 
295 300 



ggc ccg tgg get cag aag tgt 
Gly Pro Trp Ala Gin Lys Cys 
305 310 



1388 



gag eta gcg ggc agt gtg ggt ccc ttc 
Glu Leu Ala Gly Ser Val Gly Pro Phe 
315 



act gga ttt tgg caa act cgt 
Thr Gly Phe Trp Gin Thr Arg 
320 325 



1436 



caa ggg gga agt cca gee aag cag acg 
Gin Gly Gly Ser Pro Ala Lys Gin Thr 
330 335 



acc tgg gaa gga ggg cac egg 
Thr Trp Glu Gly Gly His Arg 
340 



1484 



gtc cca gca ctg get tac tgg cct ggc 
Val Pro Ala Leu Ala Tyr Trp Pro Gly 
345 350 



aga gtt cca gtt aat gtc acc 
Arg Val Pro Val Asn Val Thr 
355 



1532 



age act gee ttg tta age gtg ctg gac 
Ser Thr Ala Leu Leu Ser Val Leu Asp 
360 365 



att ttt cca act gtg gta gee 
Me Phe Pro Thr Val Val Ala 
370 



1580 



ctg gee cag gee age tta cct caa gga 
Leu Ala Gin Ala Ser Leu Pro Gin Gly 
375 380 



egg cgc ttt gat ggt gtg gac 
Arg Arg Phe Asp Gly Val Asp 
385 390 



1628 



gtc tec gag gtg etc ttt ggc egg tea 
Val Ser Glu Val Leu Phe Gly Arg Ser 
395 



cag cct ggg cac agg gtg ctg 
Gin Pro Gly His Arg Val Leu 
400 405 



1676 



ttc cac ccc aac age ggg gca get gga 
Phe His Pro Asn Ser Gly Ala Ala Gly 
410 415 



gag ttt gga gee ctg cag act 
Glu Phe Gly Ala Leu Gin Thr 
420 



1724 



gtc cgc ctg gag cgt tac aag gee ttc 
Val Arg Leu Glu Arg Tyr Lys Ala Phe 
425 430 



tac att acc ggt gga gee agg 
Tyr lie Thr Gly Gly Ala Arg 
435 



1772 



(2) 



gcg tgt gat ggg age acg ggg cct gag ctg cag cat aag ttt cct ctg 1820 

Ala Cys Asp Gly Ser Thr Gly Pro Glu Leu Gin His Lys Phe Pro Leu 
440 445 450 

att ttc aac ctg gaa gac gat acc gca gaa get gtg ccc eta gaa aga 1868 

lie Phe Asn Leu Glu Asp Asp Thr Ala Glu Ala Val Pro Leu Glu Arg 

455 460 465 470 

ggt ggt gcg gag tac cag get gtg ctg ccc gag gtc aga aag gtt ctt 1916 

Gly Gly Ala Glu Tyr Gin Ala Val Leu Pro Glu Val Arg Lys Val Leu 
475 480 485 

gca gac gtc etc caa gac att gee aac gac aac ate tec age cca gat 1964 

Ala Asp Val Leu Gin Asp I le Ala Asn Asp Asn lie Ser Ser Pro Asp 
490 495 500 

tac act cag gac cct tea gta act ccc tgc tgt aat ccc tac caa att 2012 

Tyr Thr Gin Asp Pro Ser Val Thr Pro Cys Cys Asn Pro Tyr Gin lie 
505 510 515 

gec tgc cgc tgt caa gee gca taacagacca atttttattc cacgaggagg 2063 

Ala Cys Arg Cys Gin Ala Ala 



520 




525 










agtacctgga 


aattaggcaa 


gtttgettec 


aaatttcatt 


tttaccctct 


ttacaaacac 


2123 


aegctttagt 


ttagtcttgg 


agtttagttt 


tggagttagc 


ettgeatate 


ccttctgtat 


2183 


cctgtccctc 


ctccacgccg 


acccgagagc 


agctgagctg 


cgctggctct 


gggcagggag 


2243 


tgtgccttaa 


tgggaagcac 


aegggctttg 


gagtcaggca 


caggtgccag 


ctccagcttt 


2303 


tgaacttggg 


caattgttta 


acctaacctg 


caagttgatt 


ttgagggtta 


aataaaggca 


2363 


tacatgaaaa 


tgcctggcaa 


attacctgac 


acagagcaga 


cattcaatac 


attttagttt 


2423 


ccttgtttct 


ctggttccca 


gtttctctgg 


tcattttggt 


gtaaatccat 


tctaattagt 


2483 


atttagggca 


gagcttctct 


ctcttttctc 


tttttttcct 


tccacaaacc 


agtgtactca 


2543 


ctggtctcca 


tctttaatat 


gcaaacaaat 


cacctgggat 


cttgtgagaa 


teeggattet 


2603 


gtctcagtag 


ggctcgagta 


gatcctgaaa 


tcctacattt 


ctatcaaaca 


atgecttgag 


2663 


gagvauagd L 




+ st a trt n trt 


L x. luvago iv 




ceaetccate 


2723 


gataagtctg 


tggcccaatc 


cccttcctct 


ccttttaagg 


gtgaaatgac 


tgcatttaaa 


2783 


agaagttaaa 


gagttcctcc 


tgtcccctat 


aaccacaagg 


aaacaaaaaa 


atatataaaa 


2843 


acctcaaaaa 


tgeattgeca 


tgattttatt 


attagtgtcc 


aaaatgggac 


tcccaagtaa 


2903 


taaatgattt 


attccagcca 


cagecaaaaa 


agactttgee 


tggctaaaag 


agtctctctc 


2963 


taagtatgta 


atatacaaga 


aatacaattc 


aaagagatgt 


tcctataagt 


acatttttta 


3023 


caeggcatat 


atttaaaaag 


gaggcccctt 


ttaatataaa 


attceggtta 


tataccaata 


3083 


tggttaatta 


gcatttacac 


tatagtttga 


aegtatttta 


aatagcatga 


tgtgtataca 


3143 


atgtctcccg 


cgcccattgg 


caaccagggt 


cgtgggaagc 


ttggtgagga 


gttaaccagg 


3203 


tcctgtggtt 


taagcagtgg 


agcacccggg 


attcctgccc 


ccctttctgc 


tcacacaatt 


3263 


gcactccatt 


cttccgcctt 


ccttgttttc 


tccaaaacca 


cctgataggg 


gggatgtcct 


3323 


gatttctgag 


gtgtgcttct 


catcatgact 


gcttcgtttt 


gcccttctga 


tttccacggc 


3383 


acaagattat 


ctaccaaaat 


caaaacagaa 


tggecttact 


cttctcagga 


agaggctggt 


3443 


aggcaggtgc 


attatcaaca 


ggtctgtgcc 


catgeagagt 


gagcagggag 


aggctgggca 


3503 


ctgtggaatt 


tttctgtctg 


aactcgctca 


tggecacaga 


atggtcaccc 


agcttattta 


3563 


ggtgtagaca 


agtatgacac 


agttctagaa 


aatactgact 


ataaaaatgt 


ctctgtgtgt 
(3) 


3623 



gtgtgtatgt 


atttatatgt 


atatgtatat 


atttttaaaa ggctcatctt 


acttgtaaac 


3683 


atggactgct 


caatcactat 


taaaaagtca 


gtttaggctg ggcgcggtgg 


ctcacgcctg 


3743 


tagtcccaga 


gctttgggag 


gctgaggtgg 


gtggatcact gggtcaggag 


tttgagacca 


3803 


gcctggccaa 


catggtgaaa 


ccccatcgct 


actaaaaaat acaaaaatta 


gccgggcatg 


3863 


gtggcgctca 


cctgtaatcc 


cggctactcg 


ggaggctgag gcaggagaga 


atcgcttgaa 


3923 


ccggggaggt 


ggaggctgca 


gtgagccgag 


atcgcaccac tgcactccag 


cctgggtgat 


3983 


ggagcaagac 


tccatctcaa 


aaaaaaaaaa 


gtcagtttag gctgggcgca 


gtggctcaca 


4043 


cctgtagtcc 


cagcacttta 


ggaggctgag 


gggggtgatc acctgaggtc 


aggagtttga 


4103 


gaccagcctg 


gccaacatgg 


tgaaatcctg 


tctctgctaa aaatacaaaa 


tttagctggg 


4163 


catggtggcg 


tgcctgaaac 


cccagctact 


tgggaggctg aggcactaga 


atcgcttgag 


4223 


cctgggaggt 


ggaggttgca 


gtgagtggag 


atcgcgccaa cacattctag 


cctgagggac 


4283 


agagtgagac 


tctatcatct 


c 






4304 



<210> 2 

<211> 525 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Gly Trp Leu Phe Leu Lys Val Leu Leu Ala Gly Val Ser Phe Ser 
15 10 15 



Gly Phe Leu Tyr Pro Leu Val Asp Phe Cys Me Ser Gly Lys Thr Arg 
20 25 30 



Gly Gin Lys Pro Asn Phe Val lie lie Leu Ala Asp Asp Met Gly Trp 
35 40 45 



Gly Asp Leu Gly Ala Asri Trp Ala Glu Thr Lys Asp Thr Ala Asn Leu 
50 55 60 



Asp Lys Met Ala Ser Glu Gly Met Arg Phe Val Asp Phe His Ala Ala 
65 70 75 80 



Ala Ser Thr Cys Ser Pro Ser Arg Ala Ser Leu Leu Thr Gly Arg Leu 
85 90 95 



Gly Leu Arg Asn Gly Val Thr Arg Asn Phe Ala Val Thr Ser Val Gly 
100 105 110 



Gly Leu Pro Leu Asn Glu Thr Thr Leu Ala Glu Val Leu Gin Gin Ala 
115 120 125 



Gly Tyr Val Thr Gly lie Me Gly Lys Trp His Leu Gly His His Gly 
130 135 140 



Ser Tyr His Pro Asn Phe Arg Gly Phe Asp Tyr Tyr Phe Gly Me Pro 
145 150 155 160 



Tyr Ser His Asp Met Gly Cys Thr Asp Thr Pro Gly Tyr Asn His Pro 
165 170 175 



(4) 



Pro Cys Pro Ala Cys Pro Gin Gly Asp Gly Pro Ser Arg Asn Leu Gin 
180 185 190 



Arg Asp Cys Tyr Thr Asp Val Ala Leu Pro Leu Tyr Glu Asn Leu Asn 
195 200 205 



He Val Glu Gin Pro Val Asn Leu Ser Ser Leu Ala Gin Lys Tyr Ala 
210 215 220 



Glu Lys Ala Thr Gin Phe lie Gin Arg Ala Ser Thr Ser Gly Arg Pro 
225 230 235 240 



Phe Leu Leu Tyr Val Ala Leu Ala His Met His Val Pro Leu Pro Val 
245 250 255 



Thr Gin Leu Pro Ala Ala Pro Arg Gly Arg Ser Leu Tyr Gly Ala Gly 
260 265 270 



Leu Trp Glu Met Asp Ser Leu Val Gly Gin Me Lys Asp Lys Val Asp 
275 280 285 



His Thr Val Lys Glu Asn Thr Phe Leu Trp Phe Thr Gly Asp Asn Gly 
290 295 300 



Pro Trp Ala Gin Lys Cys Glu Leu Ala Gly Ser Val Gly Pro Phe Thr 
305 310 315 320 



Gly Phe Trp Gin Thr Arg Gin Gly Gly Ser Pro Ala Lys Gin Thr Thr 
325 330 335 



Trp Glu Gly Gly His Arg Val Pro Ala Leu Ala Tyr Trp Pro Gly Arg 
340 345 350 



Val Pro Val Asn Val Thr* Ser Thr Ala Leu Leu Ser Val Leu Asp Me 
355 360 365 



Phe Pro Thr Val Val Ala Leu Ala Gin Ala Ser Leu Pro Gin Gly Arg 
370 375 380 



Arg Phe Asp Gly Val Asp Val Ser Glu Val Leu Phe Gly Arg Ser Gin 
385 390 395 400 



Pro Gly His Arg Val Leu Phe His Pro Asn Ser Gly Ala Ala Gly Glu 
405 410 415 



Phe Gly Ala Leu Gin Thr Val Arg Leu Glu Arg Tyr Lys Ala Phe Tyr 
420 425 430 

Me Thr Gly Gly Ala Arg Ala Cys Asp Gly Ser Thr Gly Pro Glu Leu 
435 440 445 



Gin His Lys Phe Pro Leu Me Phe Asn Leu Glu Asp Asp Thr Ala Glu 
450 455 460 



Ala Val Pro Leu Glu Arg Gly Gly Ala Glu Tyr Gin Ala Val Leu Pro 
465 470 475 480 



(5) 



Glu Val Arg Lys Val Leu Ala Asp Val Leu Gin Asp He Ala Asn Asp 
485 490 495 

Asn He Ser Ser Pro Asp Tyr Thr Gin Asp Pro Ser Val Thr Pro Cys 
500 505 510 

Cys Asn Pro Tyr Gin lie Ala Cys Arg Cys Gin Ala Ala 
515 520 525 

<210> 3 

<211> 2258 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (20).. (1201) 

<400> 3 

ggcgttggct gctagagcg atg ccg ggc egg agt tgc gtc gec tta gtc etc 52 

Met Pro Gly Arg Ser Cys Val Ala Leu Val Leu 
1 5 10 

ctg get gee gcg tea get gtg ccg teg cag cac gcg ccg ccg tgg aca 100 
Leu Ala Ala Ala Ser Ala Val Pro Ser Gin His Ala Pro Pro Trp Thr 
15 20 25 

gag gac tgc aga aaa tea ace tat cct cct tea gga cca acg tac aga 148 
Glu Asp Cys Arg Lys Ser Thr Tyr Pro Pro Ser Gly Pro Thr Tyr Arg 
30 35 40 

ggt gca gtt cca tgg tac ace ata aat ctt gac tta cca ccc tac aaa 196 
Gly Ala Val Pro Trp Tyr Thr lie Asn Leu Asp Leu Pro Pro Tyr Lys 
45 50 55 

aga tgg cat gaa ttg atg ctt gac aag gca cca atg eta aag gtt ata 244 
Arg Trp His Glu Leu Met Leu Asp Lys Ala Pro Met Leu Lys Val lie 
60 65 70 75 

gtg aat tct ctg aag aat atg ata aat aca ttc gtg cca agt gga aaa 292 
Val Asn Ser Leu Lys Asn Met He Asn Thr Phe Val Pro Ser Gly Lys 
80 85 90 

gtt atg cag gtg gtg gat gaa aaa ttg cct ggc eta ctt ggc aac ttt 340 
Val Met Gin Val Val Asp Glu Lys Leu Pro Gly Leu Leu Gly Asn Phe 
95 100 105 

cct ggc cct ttt gaa gag gaa atg aag ggt att gee get gtt act gat 388 
Pro Gly Pro Phe Glu Glu Glu Met Lys Gly lie Ala Ala Val Thr Asp 
110 115 120 

ata cct tta gga gag att att tea ttc aat att ttt tat gaa tta ttt 436 
lie Pro Leu Gly Glu lie lie Ser Phe Asn lie Phe Tyr Glu Leu Phe 
125 130 135 

ace att tgt act tea ata gta gca gaa gac aaa aaa ggt cat eta ata 484 
Thr lie Cys Thr Ser He Val Ala Glu Asp Lys Lys Gly His Leu lie 
140 145 150 155 

cat ggg aga aac atg gat ttt gga gta ttt ctt ggg tgg aac ata aat 532 
His Gly Arg Asn Met Asp Phe Gly Val Phe Leu Gly Trp Asn lie Asn 
160 165 170 

aat gat ace tgg gtc ata act gag caa eta aaa cct tta aca gtg aat 580 
Asn Asp Thr Trp Val He Thr Glu Gin Leu Lys Pro Leu Thr Val Asn 
175 180 185 

ttg gat ttc caa aga aac aac aaa act gtc ttc aag get tea age ttt 628 
Leu Asp Phe Gin Arg Asn Asn Lys Thr Val Phe Lys Ala Ser Ser Phe 
190 195 200 

(6) 



get ggc tat gtg ggc atg tta aca gga ttc aaa cca gga ctg ttc agt 676 
Ala Gly Tyr Val Gly Met Leu Thr Gly Phe Lys Pro Gly Leu Phe Ser 
205 210 215 

ctt aca ctg aat gaa cgt ttc agt ata aat ggt ggt tat ctg ggt att 724 
Leu Thr Leu Asn Glu Arg Phe Ser lie Asn Gly Gly Tyr Leu Gly He 
220 225 230 235 

eta gaa tgg att ctg gga aag aaa gat gec atg tgg ata ggg ttc etc 772 
Leu Glu Trp Me Leu Gly Lys Lys Asp Ala Met Trp lie Gly Phe Leu 
240 245 250 

act aga aca gtt ctg gaa aat age aca agt tat gaa gaa gee aag aat 820 
Thr Arg Thr Val Leu Glu Asn Ser Thr Ser Tyr Glu Glu Ala Lys Asn 
255 260 265 

tta ttg ace aag ace aag ata ttg gee cca gee tac ttt ate ctg gga 868 
Leu Leu Thr Lys Thr Lys lie Leu Ala Pro Ala Tyr Phe lie Leu Gly 
270 275 280 

ggc aac cag tct ggg gaa ggt tgt gtg att aca cga gac aga aag gaa 916 
Gly Asn Gin Ser Gly Glu Gly Cys Val Me Thr Arg Asp Arg Lys Glu 
285 290 295 

tea ttg gat gta tat gaa etc gat get aag cag ggt aga tgg tat gtg 964 
Ser Leu Asp Val Tyr Glu Leu Asp Ala Lys Gin Gly Arg Trp Tyr Val 
300 305 310 315 

gta caa aca aat tat gac cgt tgg aaa cat ccc ttc ttc ctt gat gat 1012 
Val Gin Thr Asn Tyr Asp Arg Trp Lys His Pro Phe Phe Leu Asp Asp 
320 325 330 

cgc aga acg cct gca aag atg tgt ctg aac cgc ace age caa gag aat 1060 
Arg Arg Thr Pro Ala Lys Met Cys Leu Asn Arg Thr Ser Gin Glu Asn 
335 340 345 

ate tea ttt gaa ace atg tat gat gtc ctg tea aca aaa cct gtc etc 1108 
lie Ser Phe Glu Thr Met Tyr Asp Val Leu Ser Thr Lys Pro Val Leu 
350 355 360 

aac aag ctg ace gta tac aca ace ttg ata gat gtt ace aaa ggt caa 1156 
Asn Lys Leu Thr Val Tyr Thr Thr Leu Me Asp Val Thr Lys Gly Gin 
365 370 375 

ttc gaa act tac ctg egg gac tgc cct gac cct tgt ata ggt tgg 1201 
Phe Glu Thr Tyr Leu Arg Asp Cys Pro Asp Pro Cys Me Gly Trp 
380 385 390 

tgagcacacg tctggcctac agaatgegge ctctgagaca tgaagacacc atctccatgt 1261 

gaccgaacac tgcagctgtc tgaccttcca aagactaaga ctcgcggcag gttctctttg 1321 

agtcaatagc ttgtcttcgt ccatctgttg acaaatgaca gacttttttt ttttccccct 1381 

atcagttgat ttttcttatt tatagataac ttctttaggg gaagtaaaac agtcatctag 1441 

aattcactga gttttgtttc actttgacat ttggggatct ggtgggcagt cgaaccatgg 1501 

tgaactccac ctccgtgaat aaatggagat tcagcgtggg tgttgaatcc ageaegtctg 1561 

tgtgagtaac gggacagtaa acactccaca ttcttcagtt tttcacttct acctacatat 1621 

ttgtatgttt ttctgtataa cagccttttc cttctggttc taactgctgt taaaattaat 1681 

atatcattat ctttgctgtt attgacagcg atataatttt attacatatg attagaggga 1741 

tgagaeagac attcacctgt atatttcttt taatgggcac aaaattggtg cctttgcctc 1801 

taaatagcac tttttcgggg tcaagaagta ateagatgea aagcaatcgt ttatacaata 1861 

attgaagege acctttcaat accactccag tacctaagga agtgctacta aactgcatcc 1921 

aegtctgtat agtaataaca gtcaagctgg aatcgaggac caattaattc caatggcaca 1981 

gagtagcatt catgtaataa acaggttttt agtttgttct tcagattgat agggagtttt 2041 



(7) 



aaagaaattt tagtagttac taaaattatg ttactgtatt tttcagaaat ccaactgctt 2101 

atgaaaagta ctaatagaac ttgttaacct ttctaacctt cacgattaac tgtgaaatgt 2161 

acgtcatttg tgcaagaccg tttgtccact tcattttgta taatcacagt tgtgttcctg 2221 

acactcaata aacagtcatt ggaaagagaa aaaaaaa 2258 

<210> 4 

<211> 394 

<212> PRT 

<213> Homo sapiens 

<400> 4 

Met Pro Gly Arg Ser Cys Val Ala Leu Val Leu Leu Ala Ala Ala Ser 
1 5 10 15 

Ala Val Pro Ser Gin His Ala Pro Pro Trp Thr Glu Asp Cys Arg Lys 
20 25 30 

Ser Thr Tyr Pro Pro Ser Gly Pro Thr Tyr Arg Gly Ala Val Pro Trp 
35 40 45 

Tyr Thr He Asn Leu Asp Leu Pro Pro Tyr Lys Arg Trp His Glu Leu 
50 55 60 

Met Leu Asp Lys Ala Pro Met Leu Lys Val lie Val Asn Ser Leu Lys 
65 70 75 80 

Asn Met Me Asn Thr Phe Val Pro Ser Gly Lys Val Met Gin Val Val 
85 90 95 

Asp Glu Lys Leu Pro Gly Leu Leu Gly Asn Phe Pro Gly Pro Phe Glu 
100 105 110 

Glu Glu Met Lys Gly Me Ala Aia Val Thr Asp Me Pro Leu Gly Glu 
115 ' 120 125 

Me Me Ser Phe Asn Me Phe Tyr Glu Leu Phe Thr Me Cys Thr Ser 
130 135 140 

Me Val Ala Glu Asp Lys Lys Gly His Leu Me His Gly Arg Asn Met 
145 150 155 160 

Asp Phe Gly Val Phe Leu Gly Trp Asn Me Asn Asn Asp Thr Trp Val 
165 170 175 

Me Thr Glu Gin Leu Lys Pro Leu Thr Val Asn Leu Asp Phe Gin Arg 
180 185 190 

Asn Asn Lys Thr Val Phe Lys Ala Ser Ser Phe Ala Gly Tyr Val Gly 
195 200 205 

Met Leu Thr Gly Phe Lys Pro Gly Leu Phe Ser Leu Thr Leu Asn Glu 
210 215 220 

Arg Phe Ser Me Asn Gly Gly Tyr Leu Gly Me Leu Glu Trp Me Leu 
225 230 235 240 



(8) 



Gly Lys Lys Asp Ala Met Trp I le Gly Phe Leu Thr Arg Thr Val Leu 
245 250 255 



Glu Asn Ser Thr Ser Tyr Glu Glu Ala Lys Asn Leu Leu Thr Lys Thr 
260 265 270 



Lys Me Leu Ala Pro Ala Tyr Phe Ite Leu Giy Gly Asn Gin Ser Gly 
275 280 285 



Glu Gly Cys Val lie Thr Arg Asp Arg Lys Glu Ser Leu Asp Val Tyr 
290 295 300 



Glu Leu Asp Ala Lys Gin Gly Arg Trp Tyr Val Val Gin Thr Asn Tyr 
305 310 315 320 



Asp Arg Trp Lys His Pro Phe Phe Leu Asp Asp Arg Arg Thr Pro Ala 
325 330 335 



Lys Met Cys Leu Asn Arg Thr Ser Gin Glu Asn lie Ser Phe Glu Thr 
340 345 350 



Met Tyr Asp Val Leu Ser Thr Lys Pro Val Leu Asn Lys Leu Thr Val 
355 360 365 



Tyr Thr Thr Leu Me Asp Val Thr Lys Gly Gin Phe Glu Thr Tyr Leu 
370 375 380 



Arg Asp Cys Pro Asp Pro Cys lie Gly Trp 
385 390 



<210> 5 

<211> 1336 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (474).. (1241) 










<400> 5 
agcacagtcc 


cgcggacggc 


tgagcgtgtg 


gctgcaggag cttctgtggg 


agtacggtca 


60 


tgagcctttt 


gctgtactat 


gccctccctg 


ccctgggcag ctatgccatg 


ctctccatct 


120 


tcttcctgcg 


ccggcctcat 


ctgctgcaca 


cgcccagggc tcccaccttc 


cgcatccgcc 


180 


tgggggccca 


ccgaggagga 


tctggagagc 


tgctggagaa caccatggag 


gccatggaga 


240 


agtgagtgta 


tctgcccctg 


cccaggctgc 


catgtgaggg tgtgcaggtc 


gtggactgca 


300 


tcacagcaag 


ggacgccatt 


cacttcctag 


ctgggtgact ggcgccccct 


ggaggtggcc 


360 


tgcacatccc 


gccacgaact 


ccgctctcac 


attcccggcc acctcccagc 


caccatgccc 


420 


ctcatcccag 


tcccctgccc 


ctgccccccg 


ctgaccttca cccccacagc 


tec atg 


476 



Met 
1 

gec cag cgc teg gac etc ctg gag etc gac tgt cag ctg aca egg gac 524 
Ala Gin Arg Ser Asp Leu Leu Glu Leu Asp Cys Gin Leu Thr Arg Asp 
5 10 15 

aga gtg gtg gtg gtg tea cat gat gag aac ctg tgc cgc cag teg ggc 572 
Arg Val Val Val Val Ser His Asp Glu Asn Leu Cys Arg Gin Ser Gly 
20 25 30 

(9) 



eta aac agg gat gtg ggc age ctg gac ttc gag gac ctg ccc etc tac 620 
Leu Asn Arg Asp Val Gly Ser Leu Asp Phe Glu Asp Leu Pro Leu Tyr 
35 40 45 

aag gag aag ctg gag gtt tac ttc tct cca ggc cac ttt get cac ggg 668 
Lys Glu Lys Leu Glu Val Tyr Phe Ser Pro Gly His Phe Ala His Gly 
50 55 60 65 

tea gac egg cgc atg gtt cgt ctg gag gac ctg ttc cag agg ttt cca 716 
Ser Asp Arg Arg Met Val Arg Leu Glu Asp Leu Phe Gin Arg Phe Pro 
70 75 80 

agg aca ccc atg age gta gag ate aaa ggg aag aac gaa gag etc ate 764 
Arg Thr Pro Met Ser Val Glu Me Lys Gly Lys Asn Glu Glu Leu Me 
85 90 95 

cgt gag ata gca ggc ttg gtg aga cgc tat gac cgt aat gaa ate acc 812 
Arg Glu Me Ala Gly Leu Val Arg Arg Tyr Asp Arg Asn Glu Me Thr 
100 105 110 

ate tgg gee teg gag aag age teg gtc atg aag aaa tgc aag get gee 860 
Me Trp Ala Ser Glu Lys Ser Ser Val Met Lys Lys Cys Lys Ala Ala 
115 120 125 

aac ccc gag atg ccc ctg tec ttc aca ata age cga gga ttc tgg gtg 908 
Asn Pro Glu Met Pro Leu Ser Phe Thr Me Ser Arg Gly Phe Trp Val 
130 135 140 145 

ctg ctt tec tac tac ctg ggg ctg ctg ccc ttc ate cca ate cct gag 956 
Leu Leu Ser Tyr Tyr Leu Gly Leu Leu Pro Phe Me Pro Me Pro Glu 
150 155 160 

aag ttc ttc ttc tgc ttc ctg ccc aac ate ate aac agg acc tat ttc 1004 
Lys Phe Phe Phe Cys Phe Leu Pro Asn Me Me Asn Arg Thr Tyr Phe 
165 170 175 

cca ttt tec tgc tct tgc ctg aac cag tta ttg get gtg gtt teg aaa 1052 
Pro Phe Ser Cys Ser Cys Leu Asn Gin Leu Leu Ala Val Val Ser Lys 
180 185 190 

tgg ctg ate atg agg aag agt ctg ate cga cac ttg gag gag cga ggg 1100 
Trp Leu Me Met Arg Lys Ser Leu Me Arg His Leu Glu Glu Arg Gly 
195 200 205 

gtg cag gtg gtc ttt tgg tgc ctt aat gaa gag teg gat ttt gaa gca 1148 
Val Gin Val Val Phe Trp Cys Leu Asn Glu Glu Ser Asp Phe Glu Ala 
210 215 220 225 

gee ttc age gtg gga gee act ggc gtc ata acg gat tat ccc aca gee 1196 
Ala Phe Ser Val Gly Ala Thr Gly Val Me Thr Asp Tyr Pro Thr Ala 
230 235 240 

ctg egg cac tac ctg gac aac cat gga cca get gee egg acc tec 1241 
Leu Arg His Tyr Leu Asp Asn His Gly Pro Ala Ala Arg Thr Ser 
245 250 255 

taagtccaga agectcgagg tcttctgttt ctcttcctga aaaataaata tttgecttte 1301 

gatcaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 1336 

<210> 6 

<211> 256 

<212> PRT 

<213> Homo sapiens 

<400> 6 

Met Ala Gin Arg Ser Asp Leu Leu Glu Leu Asp Cys Gin Leu Thr Arg 
1 5 10 15 

Asp Arg Val Val Val Val Ser His Asp Glu Asn Leu Cys Arg Gin Ser 
20 25 30 

(10) 



Gly Leu Asn Arg Asp Val Gly Ser Leu Asp Phe Glu Asp Leu Pro Leu 
35 40 45 



Tyr Lys Glu Lys Leu Glu Val Tyr Phe Ser Pro Gly His Phe Ala His 
50 55 60 



Gly Ser Asp Arg Arg Met Val Arg Leu Glu Asp Leu Phe Gin Arg Phe 
65 70 75 80 



Pro Arg Thr Pro Met Ser Val Glu Me Lys Gly Lys Asn Glu Glu Leu 
85 90 95 



He Arg Glu lie Ala Gly Leu Val Arg Arg Tyr Asp Arg Asn Glu He 
100 105 110 



Thr lie Trp Ala Ser Glu Lys Ser Ser Val Met Lys Lys Cys Lys Ala 
115 120 125 



Ala Asn Pro Glu Met Pro Leu Ser Phe Thr lie Ser Arg Gly Phe Trp 
130 135 140 



Val Leu Leu Ser Tyr Tyr Leu Gly Leu Leu Pro Phe lie Pro lie Pro 
145 150 155 160 



Glu Lys Phe Phe Phe Cys Phe Leu Pro Asn lie lie Asn Arg Thr Tyr 
165 170 175 



Phe Pro Phe Ser Cys Ser Cys Leu Asn Gin Leu Leu Ala Val Val Ser 
180 185 190 



Lys Trp Leu lie Met Arg Lys Ser Leu lie Arg His Leu Glu Glu Arg 
195 200 205 



Gly Val Gin Val Val Phe Trp Cys Leu Asn Glu Glu Ser Asp Phe Glu 
210 215 220 



Ala Ala Phe Ser Val Gly Ala Thr Gly Val lie Thr Asp Tyr Pro Thr 
225 230 235 240 



Ala Leu Arg His Tyr Leu Asp Asn His Gly Pro Ala Ala Arg Thr Ser 
245 250 255 



<210> 7 

<211> 2631 

<212> 0NA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (19).. (2214) 

<400> 7 

gagagcactg cagcagca atg acg gag ggc acg tgt ctg egg cgc cga ggg 

Met Thr Glu Gly Thr Cys Leu Arg Arg Arg Gly 
1 5 10 

ggc ccc tac aag acc gag ccc gec acc gac etc ggc cgc tgg cga etc 
Gly Pro Tyr Lys Thr Glu Pro Ala Thr Asp Leu Gly Arg Trp Arg Leu 
15 20 25 

(11) 



aac tgc gag agg ggc egg cag acg tgg acc tac ctg cag gac gag cgc 
Asn Cys Glu Arg Gl y Arg Gin Thr Trp Thr Tyr Leu Gin Asp Glu Arg 
30 35 40 



147 



gec ggc 
Ala Gly 
45 



cgc gag 
Arg Glu 



cag acc ggc 
Gin Thr Gly 
50 



ctg gaa 
Leu Glu 



gec tac 
Ala Tyr 



gec ctg ggg 
Ala Leu Gly 
55 



ctg gac 
Leu Asp 



195 



acc aag 
Thr Lys 
60 



aat tac 
Asn Tyr 



ttt aag gac 
Phe Lys Asp 
65 



ttg ccc 
Leu Pro 



aaa gec 
Lys Ala 
70 



cac acc gec 
His Thr Ala 



ttt gag 
Phe Glu 
75 



243 



ggg get 
Gly Ala 



ctg aac 
Leu Asn 



ggg atg aca 
Gly Met Thr 
80 



ttt tac 
Phe Tyr 



gtg ggg 
Val Gly 
85 



ctg cag get 
Leu Gin Ala 



gag gat 
Glu Asp 
90 



291 



ggg cac 
Gly His 



tgg acg 
Trp Thr 
95 



ggt gat tat 
Gly Asp Tyr 



ggt ggc 
Gly Gly 
100 



cca ctt 
Pro Leu 



ttc etc ctg 
Phe Leu Leu 
105 



cca 
Pro 



5gc 
ily 



339 



etc ctg 
Leu Leu 



ate act 
lie Thr 
110 



tgc cac gtg 
Cys His Val 



gca cgc 
Ala Arg 
115 



ate cct 
lie Pro 



ctg cca gec 
Leu Pro Ala 
120 



gga tac 
Gly Tyr 



387 



aga gaa 
Arg Glu 
125 

ggc tgg 
Gly Trp 
140 



gag att 
Glu lie 



ggc ctg 
Gty Leu 



gtg egg tac 
Val Arg Tyr 
130 

cac att gag 
His lie Glu 
145 



ctg egg 
Leu Arg 



gat aag 
Asp Lys 



tea gtg 
Ser Val 



tec acc 
Ser Thr 
150 



cag etc cct 
Gin Leu Pro 
135 

gtg ttt ggg 
Val Phe Gly 



gac ggt 
Asp Gly 



act gcg 
Thr Ala 
155 



435 



483 



etc aac 
Leu Asn 



tat gtg 
Tyr Val 



tct etc aga 
Ser Leu Arg 
160 



att ctg 
I le Leu 



ggt gtt 
Gly Val 
165 



ggg cct gac 
Gly Pro Asp 



gat cct 
Asp Pro 
170 



531 



gac ctg 
Asp Leu 



gta cga 
Val Arg 
175 



gec egg aac 
Ala Arg Asn 



att ctt 
1 1 e Leu 
180 



cac aag 
His Lys 



aaa ggt ggt 
Lys Gly Gly 
185 



get gtg 
Ala Val 



579 



gec ate 
Ala lie 



ccc tec 
Pro Ser 
190 



tgg ggg aag 
Trp Gly Lys 



ttc tgg 
Phe Trp 
195 



ctg get 
Leu Ala 



gtc ctg aat 
Val Leu Asn 
200 



gtt tac 
Val Tyr 



627 



age tgg 
Ser Trp 
205 



gaa ggc 
Glu Gly 



etc aat acc 
Leu Asri Thr 
210 



ctg ttc 
Leu Phe 



cca gag 
Pro Glu 



atg tgg ctg 
Met Trp Leu 
215 



ttt cct 
Phe Pro 



675 



gac tgg 
Asp Trp 
220 



gca ccg 
Ala Pro 



gca cac ccc 
Ala His Pro 
225 



tec aca 
Ser Thr 



etc tgg 
Leu Trp 
230 



tgc cac tgc 
Cys His Cys 



egg cag 
Arg Gin 
235 



723 



gtg tac 
Val Tyr 



ctg ccc 
Leu Pro 



atg age tac 
Met Ser Tyr 
240 



tgc tac 
Cys Tyr 



gee gtt 
Ala Val 
245 



egg ctg agt 
Arg Leu Ser 



gee gcg 
Ala Ala 
250 



771 



gaa gac 
Glu Asp 



ccg ctg 
Pro Leu 
255 



gtc cag age 
Val Gin Ser 



etc cgc 
Leu Arg 
260 



cag gag 
Gin Glu 



etc tat gtg 
Leu Tyr Val 
265 



gag gac 
Gtu Asp 



819 



ttc gee 
Phe Ala 



age att 
Ser tie 
270 



gac tgg ctg 
Asp Trp Leu 



gcg cag 
Ala Gin 
275 



agg aac 
Arg Asn 



aac gtg gee 
Asn Val Ala 
280 



ccc gac 
Pro Asp 



867 



gag ctg 
Glu Leu 
285 



tac acg 
Tyr Thr 



ccg cac age 
Pro His Ser 
290 



tgg ctg 
Trp Leu 



etc cgc 
Leu Arg 



gtg gta tat 
Val Val Tyr 
295 



gcg etc 
Ala Leu 



915 



etc aac 
Leu Asn 
300 



ctg tat 
Leu Tyr 



gag cac cac 
Glu His His 
305 



cac agt 
His Ser 



gee cac 
Ala His 
310 



ctg egg cag 
Leu Arg Gin 



egg gec 
Arg Ala 
315 



963 



gtg cag 
Val Gin 



aag ctg 
Lys Leu 



tat gaa cac 
Tyr Glu His 
320 



att gtg 
lie Val 



gee gac 
Ala Asp 
325 



gac cga ttc 
Asp Arg Phe 



acc aag 
Thr Lys 
330 



1011 



(12) 



age ate age ate ggc ccg ate teg aaa ace ate aac atg ctt gtg cgc 
Ser lie Ser He Gly Pro Me Ser Lys Thr He Asn Met Leu Val Arg 
335 340 345 



1059 



tgg tat gtg gac ggg ccc gee tec act gee ttc cag gag cat gtc tec 
Trp Tyr Val Asp Gly Pro Ala Ser Thr Ala Phe Gin Glu His Val Ser 
350 355 360 



1107 



aga ate ccg gac tat etc tgg atg ggc ctt gac ggc atg aaa atg cag 
Arg lie Pro Asp Tyr Leu Trp Met Gly Leu Asp Gly Met Lys Met Gin 
365 370 375 



1155 



ggc ace aac ggc tea cag ate tgg gac ace gca ttc gee ate cag get 
Gly Thr Asn Gly Ser Gin lie Trp Asp Thr Ala Phe Ala lie Gin Ala 
380 385 390 395 



1203 



ctg ctt gag gcg ggc ggg cac cac agg ccc gag ttt teg tec tgc ctg 
Leu Leu Glu Ala Gly Gly His His Arg Pro Glu Phe Ser Ser Cys Leu 
400 405 410 



1251 



cag aag get cat gag ttc ctg agg etc tea cag gtc cca gat aac cct 
Gin Lys Ala His Glu Phe Leu Arg Leu Ser Gin Val Pro Asp Asn Pro 
415 420 425 



1299 



ccc gac tac cag aag tac tac cgc cag atg cgc aag ggt ggc ttc tec 
Pro Asp Tyr Gin Lys Tyr Tyr Arg Gin Met Arg Lys Gly Gly Phe Ser 
430 435 440 



1347 



ttc agt acg ctg gac tgc ggc tgg ate gtt tct gac tgc acg get gag 
Phe Ser Thr Leu Asp Cys Gly Trp lie Val Ser Asp Cys Thr Ala Glu 
445 450 455 



1395 



gee ttg aag get gtg ctg etc ctg cag gag aag tgt ccc cat gtc ace 
Ala Leu Lys Ala Val Leu Leu Leu Gin Glu Lys Cys Pro His Val Thr 
460 465 470 475 



1443 



gag cac ate cce aga gaa egg etc tgc gat get gtg get gtg ctg ctg 
Glu His lie Pro Arg Glu Arg Leu Cys Asp Ala Val Ala Val Leu Leu 
480 485 490 



1491 



aac atg aga aat cca gat gga ggg ttc gee ace tat gag ace aag cgt 
Asn Met Arg Asn Pro Asp Gly Gly Phe Ala Thr Tyr Glu Thr Lys Arg 
495 500 505 



1539 



ggg ggg cac ttg ctg gag ctg ctg aac ccc teg gag gtc ttc ggg gac 
Gly Gly His Leu Leu Glu Leu Leu Asn Pro Ser Glu Val Phe Gly Asp 
510 515 520 



1587 



ate atg att gac tac ace tat gtg gag tgc acc tea gee gtg atg cag 
lie Met lie Asp Tyr Thr Tyr Val Glu Cys Thr Ser Ala Val Met Gin 
525 530 535 



1635 



gcg ctt aag tat ttc cac aag cgt ttc ccg gag cac agg gca gcg gag 
Ala Leu Lys Tyr Phe His Lys Arg Phe Pro Glu His Arg Ala Ala Glu 
540 545 550 555 



1683 



ate egg gag acc etc acg cag ggc tta gag ttc tgt egg egg cag cag 
He Arg Glu Thr Leu Thr Gin Gly Leu Glu Phe Cys Arg Arg Gin Gin 
560 565 570 



1731 



agg gee gat ggc tec tgg gaa ggc tec tgg gga gtt tgc ttc acc tac 
Arg Ala Asp Gly Ser Trp Glu Gly Ser Trp Gly Val Cys Phe Thr Tyr 
575 580 585 



1779 



ggc acc tgg ttt ggc ctg gag gee ttc gee tgt atg ggg cag acc tac 
Gly Thr Trp Phe Gly Leu Glu Ala Phe Ala Cys Met Gly Gin Thr Tyr 
590 595 600 



1827 



cga gat ggg act gee tgt gca gag gtc tec egg gee tgt gac ttc ctg 
Arg Asp Gly Thr Ala Cys Ala Glu Val Ser Arg Ala Cys Asp Phe Leu 
605 610 615 



1875 



ctg tec egg cag atg gca gac gga ggc tgg ggg gag gac ttt gag tec 
Leu Ser Arg Gin Met Ala Asp Gly Gly Trp Gly Glu Asp Phe Glu Ser 
620 625 630 635 



1923 



(13) 



tgc gag gag egg cgt tat ttg cag agt gec cag tec cag ate cat aac 1971 
Cys Glu Glu Arg Arg Tyr Leu Gin Ser Ala Gin Ser Gin lie His Asn 
640 645 650 

aca tgc tgg gee atg atg ggg ctg atg gee gtt egg cat cct gac ate 2019 
Thr Cys Trp Ala Met Met Gly Leu Met Ala Val Arg His Pro Asp lie 
655 660 665 

gag gee cag gag aga gga gtc egg tgt eta ctt gag aaa cag etc ccc 2067 
Glu Ala Gin Glu Arg Gly Val Arg Cys Leu Leu Glu Lys Gin Leu Pro 
670 675 680 

aat ggc gac tgg ccg cag gaa aac att get ggg gtc ttc aac aag tec 2115 
Asn Gly Asp Trp Pro Gin Glu Asn lie Ala Gly Val Phe Asn Lys Ser 
685 690 695 

tgt gee ate tec tae acg age tac agg aac ate ttc ccc ate tgg gee 2163 
Cys Ala lie Ser Tyr Thr Ser Tyr Arg Asn lie Phe Pro lie Trp Ala 
700 705 710 715 

etc ggc cgc ttc tec cag ctg tac cct gag aga gee ctt get ggc cac 2211 
Leu Gly Arg Phe Ser Gin Leu Tyr Pro Glu Arg Ala Leu Ala Gly His 
720 725 730 

ccc tgagaacatg cctacctgct gggtgccgtc tgtgcgttcc atggccttca 2264 
Pro 

agtcacagga egcagegatt ccctgccctc ttcggtgtta ttacacaggc aggacttcag 2324 

tgtcagtatc cctgccttca gtcttcttta gaaatcacat ctgtgttcaa tccattgttt 2384 

agagggagtg tatttttcct gttccacgaa gaggactttt tgttcacaat tggatcacaa 2444 

tgcagaggag tctgttcctc ccccgtcggc ttctcggtgc tgggagggtg acctgtccca 2504 

gatgactcat caccctgaca tgetcttgae aaaggacacc accaagagga gatggcagct 2564 

gtaccggtgc agcctctgtc tgagggggat atttgectea gtgtgattaa aaatcagtca 2624 

tgaaaga 2631 

<210> 8 

<211> 732 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Met Thr Glu Gly Thr Cys Leu Arg Arg Arg Gly Gly Pro Tyr Lys Thr 
15 10 15 

Glu Pro Ala Thr Asp Leu Gly Arg Trp Arg Leu Asn Cys Glu Arg Gly 
20 25 30 

Arg Gin Thr Trp Thr Tyr Leu Gin Asp Glu Arg Ala Gly Arg Glu Gin 
35 40 45 

Thr Gly Leu Glu Ala Tyr Ala Leu Gly Leu Asp Thr Lys Asn Tyr Phe 
50 55 60 

Lys Asp Leu Pro Lys Ala His Thr Ala Phe Glu Gly Ala Leu Asn Gly 
65 70 75 80 

Met Thr Phe Tyr Val Gly Leu Gin Ala Glu Asp Gly His Trp Thr Gly 
85 90 95 

Asp Tyr Gly Gly Pro Leu Phe Leu Leu Pro Gly Leu Leu Me Thr Cys 
100 105 110 

(14) 



His Val Ala Arg lie Pro Leu Pro Ala Gly Tyr Arg Glu Glu lie Val 
115 120 125 

Arg Tyr Leu Arg Ser Val Gin Leu Pro Asp Gly Gly Trp Gly Leu His 
130 135 140 



Me Glu Asp Lys Ser Thr Val Phe Gly Thr Ala Leu Asn Tyr Val Ser 
145 150 155 160 



Leu Arg Me Leu Gly Val Gly Pro Asp Asp Pro Asp Leu Val Arg Ala 
. 165 170 175 



Arg Asn Me Leu His Lys Lys Gly Gly Ala Val Ala Me Pro Ser Trp 
180 185 190 



Gly Lys Phe Trp Leu Ala Val Leu Asn Val Tyr Ser Trp Glu Gly Leu 
195 200 205 



Asn Thr Leu Phe Pro Glu Met Trp Leu Phe Pro Asp Trp Ala Pro Ala 
210 215 220 



His Pro Ser Thr Leu Trp Cys His Cys Arg Gin Val Tyr Leu Pro Met 
225 230 235 240 



Ser Tyr Cys Tyr Ala Val Arg Leu Ser Ala Ala Glu Asp Pro Leu Val 
245 250 255 



Gin Ser Leu Arg Gin Glu Leu Tyr Val Glu Asp Phe Ala Ser Me Asp 
260 265 270 



Trp Leu Ala Gin Arg Asn Asn Val Ala Pro Asp Glu Leu Tyr Thr Pro 
275 280 285 



His Ser Trp Leu Leu Arg Val Val Tyr Ala Leu Leu Asn Leu Tyr Glu 
290 295 300 



His His His Ser Ala His Leu Arg Gin Arg Ala Val Gin Lys Leu Tyr 
305 310 315 320 



Glu His Me Val Ala Asp Asp Arg Phe Thr Lys Ser Me Ser Me Gly 
325 330 335 



Pro lie Ser Lys Thr Me Asn Met Leu Val Arg Trp Tyr Val Asp Gly 
340 345 350 



Pro Ala Ser Thr Ala Phe Gin Glu His Val Ser Arg Me Pro Asp Tyr 
355 360 365 



Leu Trp Met Gly Leu Asp Gly Met Lys Met Gin Gly Thr Asn Gly Ser 
370 375 380 



Gin Me Trp Asp Thr Ala Phe Ala Me Gin Ala Leu Leu Glu Ala Gly 
385 390 395 400 



Gly His His Arg Pro Glu Phe Ser Ser Cys Leu Gin Lys Ala His Glu 
405 410 415 

(15) 



Phe Leu Arg Leu Ser Gin Val Pro Asp Asn Pro Pro Asp Tyr Gin Lys 
420 425 430 



Tyr Tyr Arg Gin Met Arg Lys Gly Gly Phe Ser Phe Ser Thr Leu Asp 
435 440 445 



Cys Gly Trp He Val Ser Asp Cys Thr Ala Glu Ala Leu Lys Ala Val 
450 455 460 



Leu Leu Leu Gin Glu Lys Cys Pro His Val Thr Glu His lie Pro Arg 
465 470 475 480 



Glu Arg Leu Cys Asp Ala Val Ala Val Leu Leu Asn Met Arg Asn Pro 
485 490 495 



Asp Gly Gly Phe Ala Thr Tyr Glu Thr Lys Arg Gly Gly His Leu Leu 
500 505 510 



Glu Leu Leu Asn Pro Ser Glu Val Phe Gly Asp lie Met lie Asp Tyr 
515 520 525 



Thr Tyr Val Glu Cys Thr Ser Ala Val Met Gin Ala Leu Lys Tyr Phe 
530 535 540 



His Lys Arg Phe Pro Glu His Arg Ala Ala Glu lie Arg Glu Thr Leu 
545 550 555 560 



Thr Gin Gly Leu Glu Phe Cys Arg Arg Gin Gin Arg Ala Asp Gly Ser 
565 570 575 



Trp Glu Gly Ser Trp Gly Val Cys Phe Thr Tyr Gly Thr Trp Phe Gly 
580 585 590 



Leu Glu Ala Phe Ala Cys Met Gly Gin Thr Tyr Arg Asp Gly Thr Ala 
595 600 605 



Cys Ala Glu Val Ser Arg Ala Cys Asp Phe Leu Leu Ser Arg Gin Met 
610 615 620 



Ala Asp Gly Gly Trp Gly Glu Asp Phe Glu Ser Cys Glu Glu Arg Arg 
625 630 635 640 



Tyr Leu Gin Ser Ala Gin Ser Gin lie His Asn Thr Cys Trp Ala Met 
645 650 655 



Met Gly Leu Met Ala Val Arg His Pro Asp lie Glu Ala Gin Glu Arg 
660 665 670 

Gly Val Arg Cys Leu Leu Glu Lys Gin Leu Pro Asn Gly Asp Trp Pro 
675 680 685 



Gin Glu Asn lie Ala Gly Val Phe Asn Lys Ser Cys Ala lie Ser Tyr 
690 695 700 



Thr Ser Tyr Arg Asn lie Phe Pro I le Trp Ala Leu Gly Arg Phe Ser 
705 710 715 720 

(16) 



Gin Leu Tyr Pro Glu Arg Ala Leu Ala Gly His Pro 
725 730 

<210> 9 

<211> 1168 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (30).. (800) 

<400> 9 

gagctggaag tgagagcaga tccctaacc atg age acc age caa cca ggg gec 53 

Met Ser Thr Ser Gin Pro Gly Ala 
1 5 

tgc cca tgc cag gga get gca age cgc ccc gee att etc tac gca ctt 101 

Cys Pro Cys Gin Gly Ala Ala Ser Arg Pro Ala lie Leu Tyr Ala Leu 
10 15 20 

ctg age tec age etc aag get gtc ccc cga ccc cgt age cgc tgc eta 149 
Leu Ser Ser Ser Leu Lys Ala Val Pro Arg Pro Arg Ser Arg Cys Leu 
25 30 35 40 

tgt agg cag cac egg ccc gtc cag eta tgt gca cct cat cgc acc tgc 197 
Cys Arg Gin His Arg Pro Val Gin Leu Cys Ala Pro His Arg Thr Cys 
45 50 55 

egg gag gee ttg gat gtt ctg gee aag aca gtg gee ttc etc agg aac 245 
Arg Glu Ala Leu Asp Val Leu Ala Lys Thr Val Ala Phe Leu Arg Asn 
60 65 70 

ctg cca tec ttc tgg cag ctg cct ccc cag gac cag egg egg ctg ctg 293 
Leu Pro Ser Phe Trp Gin Leu Pro Pro Gin Asp Gin Arg Arg Leu Leu 
75 80 85 

cag ggt tgc tgg ggc ccc etc ttc ctg ctt ggg ttg gee caa gat get 341 
Gin Gly Cys Trp Gly Pro Leu Phe Leu Leu Gly Leu Ala Gin Asp Ala 
90 .95 100 

gtg acc ttt gag gtg get gag gee ccg gtg ccc age ata etc aag aag 389 
Val Thr Phe Glu Val Ala Glu Ala Pro Val Pro Ser Me Leu Lys Lys 
105 110 115 120 

att ctg ctg gag gag ccc age age agt gga ggc agt ggc caa ctg cca 437 
lie Leu Leu Glu Glu Pro Ser Ser Ser Gly Gly Ser Gly Gin Leu Pro 
125 130 135 

gac aga ccc cag ccc tec ctg get gcg gtg cag tgg ctt caa tgc tgt 485 
Asp Arg Pro Gin Pro Ser Leu Ala Ala Val Gin Trp Leu Gin Cys Cys 
140 145 150 

ctg gag tec ttc tgg age ctg gag ctt age ccc aag gaa tat gee tgc 533 
Leu Glu Ser Phe Trp Ser Leu Glu Leu Ser Pro Lys Glu Tyr Ala Cys 
155 160 165 

ctg aaa ggg acc ate etc ttc aac ccc gat gtg cca ggc etc caa gee 581 
Leu Lys Gly Thr Me Leu Phe Asn Pro Asp Val Pro Gly Leu Gin Ala 
170 175 180 

gee tec cac att ggg cac ctg cag cag gag get cac tgg gtg ctg tgt 629 
Ala Ser His Me Gly His Leu Gin Gin Glu Ala His Trp Val Leu Cys 
185 190 195 200 

gaa gtc ctg gaa ccc tgg tgc cca gca gee caa ggc cgc ctg acc cgt 677 
Glu Val Leu Glu Pro Trp Cys Pro Ala Ala Gin Gly Arg Leu Thr Arg 
205 210 215 

gtc etc etc acg gee tec acc etc aag tec att ccg acc age ctg ctt 725 
Val Leu Leu Thr Ala Ser Thr Leu Lys Ser Me Pro Thr Ser Leu Leu 
220 225 230 

(17) 



ggg gac etc ttc ttt cgc cct ate att gga gat gtt gac ate get ggc 773 
Gly Asp Leu Phe Phe Arg Pro He lie Gly Asp Val Asp He Ala Gly 
235 240 245 

ctt ctt ggg gac atg ctt ttg etc agg tgacctgttc cagcccaggc 820 
Leu Leu Gly Asp Met Leu Leu Leu Arg 



250 




255 




agagatcagg 


tgggcagagg 


ctggcagtgc tgattcagee tggccatccc cagaggtgac 


880 


ccaatgctcc 


tggaggggca 


agectgtata gacagcactt ggctccttag gaacagctct 


940 


tcactcagcc 


acaccccaca 


ttggacttcc ttggtttgga cacagtgctc cagctgcctg 


1000 


ggaggctttt 


ggtggtcccc 


acagcctctg ggecaagact cctgtccctt cttgggatga 


1060 


gaatgaaagc 


ttaggctget 


tattggacca gaagtcctat cgactttata cagaactgaa 


1120 


ttaagttatt 


gatttttgta 


ataaaaggta tgaaacacta aaaaaaaa 


1168 



<210> 10 

<211> 257 

<212> PRT 

<213> Homo sapiens 

<400> 10 

Met Ser Thr Ser Gin Pro Gly Ala Cys Pro Cys Gin Gly Ala Ala Ser 
1 5 10 15 



Arg Pro Ala lie Leu Tyr Ala Leu Leu Ser Ser Ser Leu Lys Ala Val 
20 25 30 



Pro Arg Pro Arg Ser Arg Cys Leu Cys Arg Gin His Arg Pro Val Gin 
35 40 45 



Leu Cys Ala Pro His Arg Thr Cys Arg Glu Ala Leu Asp Val Leu Ala 
50 55 60 

Lys Thr Val Ala Phe Leu Arg Asn Leu Pro Ser Phe Trp Gin Leu Pro 
65 70 75 80 



Pro Gin Asp Gin Arg Arg Leu Leu Gin Gly Cys Trp Gly Pro Leu Phe 
85 90 95 



Leu Leu Gly Leu Ala Gin Asp Ala Val Thr Phe Glu Val Ala Glu Ala 
100 105 110 



Pro Val Pro Ser lie Leu Lys Lys lie Leu Leu Glu Glu Pro Ser Ser 
115 120 125 



Ser Gly Gly Ser Gly Gin Leu Pro Asp Arg Pro Gin Pro Ser Leu Ala 
130 135 140 



Ala Val Gin Trp Leu Gin Cys Cys Leu Glu Ser Phe Trp Ser Leu Glu 
145 150 155 160 



Leu Ser Pro Lys Glu Tyr Ala Cys Leu Lys Gly Thr lie Leu Phe Asn 

165 170 175 

Pro Asp Val Pro Gly Leu Gin Ala Ala Ser His lie Gly His Leu Gin 

180 185 190 



(18) 



Gin Glu Ala His Trp Val Leu Cys Glu Val Leu Glu Pro Trp Cys Pro 
195 200 205 



Ala Ala Gin Gly Arg Leu Thr Arg Val Leu Leu Thr Ala Ser Thr Leu 
210 215 220 



Lys Ser lie Pro Thr Ser Leu Leu Gly Asp Leu Phe Phe Arg Pro lie 
225 230 235 240 



Me Gly Asp Val Asp lie Ala Gly Leu Leu Gly Asp Met Leu Leu Leu 
245 250 255 



Arg 



<210> 11 

<211> 489 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (43) . . (423) 

<400> 1 1 

agagccgcag gtcagtcgtg aagagggagc tctattgcca cc atg agt ttc tec 54 

Met Ser Phe Ser 
1 

ggc aag tac caa ctg cag age cag gaa aac ttt gaa gec ttc atg aag 102 
Gly Lys Tyr Gin Leu Gin Ser Gin Glu Asn Phe Glu Ala Phe Met Lys 
5 10 15 20 

gca ate ggt ctg ccg gaa gag etc ate cag aag ggg aag gat ate aag 150 
Ala lie Gly Leu Pro Glu Glu Leu lie Gin Lys Gly Lys Asp Me Lys 
25 30 35 

ggg gtg teg gaa ate gtg cag aat ggg aag cac ttc aag ttc ace ate 198 
Gly Val Ser Glu Me Va? Gin Asn Gly Lys His Phe Lys Phe Thr Me 
40 45 50 

acc get ggg tec aaa gtg ate caa aac gaa ttc acg gtg ggg gag gaa 246 
Thr Ala Gly Ser Lys Val Me Gin Asn Glu Phe Thr Val Gly Glu Glu 
55 60 65 

tgt gag ctg gag aca atg aca ggg gag aaa gtc aag aca gtg gtt cag 294 
Cys Glu Leu Glu Thr Met Thr Gly Glu Lys Val Lys Thr Val Val Gin 
70 75 80 

ttg gaa ggt gac aat aaa ctg gtg aca act ttc aaa aac ate aag tct 342 
Leu Glu Gly Asp Asn Lys Leu Val Thr Thr Phe Lys Asn Me Lys Ser 
85 90 95 100 

gtg acc gaa etc aac ggc gac ata ate acc aat acc atg aca ttg ggt 390 
Val Thr Glu Leu Asn Gly Asp Me Me Thr Asn Thr Met Thr Leu Gly 
105 110 115 

gac att gtc ttc aag aga ate age aag aga att taaacaagte tgcatttcat 443 
Asp Me Val Phe Lys Arg Me Ser Lys Arg Me 
120 125 

attattttag tgtgtaaaat taatgtaata aagtgaactt tgtttt 489 

<210> 12 

<211> 127 

<212> PRT 

<213> Homo sapiens 

(19) 



<400> 12 

Met Ser Phe Ser Gly Lys Tyr Gin Leu Gin Ser Gin Glu Asn Phe Glu 
15 10 15 

Ala Phe Met Lys Ala lie Gly Leu Pro Glu Glu Leu Me Gin Lys Gly 
20 25 30 

Lys Asp lie Lys Gly Val Ser Glu lie Val Gin Asn Gly Lys His Phe 
35 40 45 

Lys Phe Thr Me Thr Ala Gly Ser Lys Val Me Gin Asn Glu Phe Thr 
50 55 60 

Val Gly Glu Glu Cys Glu Leu Glu Thr Met Thr Gly Glu Lys Val Lys 
65 70 75 80 

Thr Val Val Gin Leu Glu Gly Asp Asn Lys Leu Val Thr Thr Phe Lys 
85 90 95 

Asn Me Lys Ser Val Thr Glu Leu Asn Gly Asp Me Me Thr Asn Thr 
100 105 110 

Met Thr Leu Gly Asp Me Val Phe Lys Arg lie Ser Lys Arg Me 
115 120 125 

<210> 13 

<211> 1783 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (246).. (1496) 

<220> 

<221> sig_peptide 
<222> (246).. (731) 

<220> 

<221> mat_peptide 
<222> (732).. (1496) 

<400> 13 

tcgagcccgc tttccaggga ccctacctga gggcccacag gtgaggcagc ctggcctagc 60 

aggccccacg ccaccgcctc tgcctccagg ccgcccgctg ctgcggggcc accatgctcc 120 

tgcccaggcc tggagactga cccgaccccg gcactacctc gaggctccgc ccccacctgc 180 

tggaccccag ggtcccaccc tggcccagga ggtcagccag ggaatcatta acaagaggca 240 

gtgac atg gcg cag aag gag ggt ggc egg act gtg cca tgc tgc tec 287 
Met Ala Gin Lys Glu Gly Gly Arg Thr Val Pro Cys Cys Ser 
-160 -155 -150 

aga ccc aag gtg gca get etc act gcg ggg ace ctg eta ctt ctg 332 
Arg Pro Lys Val Ala Ala Leu Thr Ala Gly Thr Leu Leu Leu Leu 
-145 -140 -135 

aca gee ate ggg gcg gca tec tgg gee att gtg get gtt etc etc 377 
Thr Ala Me Gly Ala Ala Ser Trp Ala Me Val Ala Val Leu Leu 
-130 -125 -120 

agg agt gac cag gag ccg ctg tac cca gtg cag gtc age tct gcg 422 
Arg Ser Asp Gin Glu Pro Leu Tyr Pro Val Gin Val Ser Ser Ala 
-115 -110 -105 

(20) 



gac get egg etc atg gtc ttt gac aag acg gaa ggg acg tgg egg ctg 
Asp Ala Arg Leu Met Val Phe Asp Lys Thr Glu Gly Thr Trp Arg Leu 
-100 -95 -90 



470 



ctg tgc tec teg cgc tec aac gee agg gta gee gga etc age tgc gag 518 
Leu Cys Ser Ser Arg Ser Asn Ala Arg Val Ala Gly Leu Ser Cys Glu 
-85 -80 -75 

gag atg ggc ttc etc agg gca ctg ace cac tec gag ctg gac gtg cga 566 
Glu Met Gly Phe Leu Arg Ala Leu Thr His Ser Glu Leu Asp Val Arg 
-70 -65 -60 

acg gcg ggc gec aat ggc acg teg ggc ttc ttc tgt gtg gac gag ggg 614 
Thr Ala Gly Ala Asn Gly Thr Ser Gly Phe Phe Cys Val Asp Glu Gly 
-55 -50 -45 -40 

agg ctg ccc cac ace cag agg ctg ctg gag gtc ate tec gtg tgt gat 662 
Arg Leu Pro His Thr Gin Arg Leu Leu Glu Val Me Ser Val Cys Asp 
-35 -30 -25 

tgc ccc aga ggc cgt ttc ttg gee gee ate tgc caa gac tgt ggc cgc 710 
Cys Pro Arg Gly Arg Phe Leu Ala Ala lie Cys Gin Asp Cys Gly Arg 
-20 -15 -10 

agg aag ctg ccc gtg gac cgc ate gtg gga ggc egg gac ace age ttg 758 
Arg Lys Leu Pro Val Asp Arg Me Val Gly Gly Arg Asp Thr Ser Leu 
-5 -11 5 

ggc egg tgg ccg tgg caa gtc age ctt cgc tat gat gga gca cac etc 806 
Gly Arg Trp Pro Trp Gin Val Ser Leu Arg Tyr Asp Gly Ala His Leu 
10 15 20 25 

tgt ggg gga tec ctg etc tec ggg gac tgg gtg ctg aca gee gee cac 854 
Cys Gly Gly Ser Leu Leu Ser Gly Asp Trp Val Leu Thr Ala Ala His 
30 35 40 

tgc ttc ccg gag egg aac egg gtc ctg tec cga tgg cga gtg ttt gee 902 
Cys Phe Pro Glu Arg Asn Arg Val Leu Ser Arg Trp Arg Val Phe Ala 
45 50 55 

ggt gee gtg gee cag gee tct ccc cac ggt ctg cag ctg ggg gtg cag 950 
Gly Ala Val Ala Gin Ala Ser Pro His Gly Leu Gin Leu Gly Val Gin 
60 65 70 

get gtg gtc tac cac ggg ggc tat ctt ccc ttt egg gac ccc aac age 998 
Ala Val Val Tyr His Gly Gly Tyr Leu Pro Phe Arg Asp Pro Asn Ser 
75 80 85 

gag gag aac age aac gat att gee ctg gtc cac etc tec agt ccc ctg 1046 
Glu Glu Asn Ser Asn Asp Me Ala Leu Val His Leu Ser Ser Pro Leu 
90 95 100 105 

ccc etc aca gaa tac ate cag cct gtg tgc etc cca get gee ggc cag 1094 
Pro Leu Thr Glu Tyr Me Gin Pro Val Cys Leu Pro Ala Ala Gly Gin 
110 115 120 

gee ctg gtg gat ggc aag ate tgt ace gtg acg ggc tgg ggc aac acg 1142 
Ala Leu Val Asp Gly Lys Me Cys Thr Val Thr Gly Trp Gly Asn Thr 
125 130 135 

cag tac tat ggc caa cag gee ggg gta etc cag gag get cga gtc ccc 1190 
Gin Tyr Tyr Gly Gin Gin Ala Gly Val Leu Gin Glu Ala Arg Val Pro 
140 145 150 

ata ate age aat gat gtc tgc aat ggc get gac ttc tat gga aac cag 1238 
Me Me Ser Asn Asp Val Cys Asn Gly Ala Asp Phe Tyr Gly Asn Gin 
155 160 165 

ate aag ccc aag atg ttc tgt get ggc tac ccc gag ggt ggc att gat 1286 
Me Lys Pro Lys Met Phe Cys Ala Gly Tyr Pro Glu Gly Gly Me Asp 
170 175 180 185 

gee tgc cag ggc gac age ggt ggt ccc ttt gtg tgt gag gac age ate 1334 
Ala Cys Gin Gly Asp Ser Gly Gly Pro Phe Val Cys Glu Asp Ser Me 
190 195 200 

(21) 



tct egg acg cca cgt tgg egg ctg tgt ggc att gtg agt tgg ggc act 1382 
Ser Arg Thr Pro Arg Trp Arg Leu Cys Gly lie Val Ser Trp Gly Thr 
205 210 215 

ggc tgt gec ctg gec cag aag cca ggc gtc tac acc aaa gtc agt gac 1430 
Gly Cys Ala Leu Ala Gin Lys Pro Gly Val Tyr Thr Lys Val Ser Asp 
220 225 230 

ttc egg gag tgg ate ttc cag gec ata aag act cac tec gaa gec age 1478 
Phe Arg Glu Trp Me Phe Gin Ala lie Lys Thr His Ser Glu Ala Ser 
235 240 245 

ggc atg gtg acc cag etc tgaccggtgg cttctcgctg cgcagcctcc 1526 
Gly Met Val Thr Gin Leu 
250 255 

agggeccgag gtgatccegg tggtgggatc cacgctgggc cgaggatggg aegtttttet 1586 

tcttgggccc ggtccacagg tccaaggaca ccctccctcc agggtcctct cttccacagt 1646 

ggcgggccca ctcagccccg agaccaccca acctcaccct cctgaccccc atgtaaatat 1706 

tgttctgctg tctgggactc ctgtctaggt gcccctgatg atgggatgct ctttaaataa 1766 
taaagatggt tttgatt 1783 

<210> 14 

<211> 417 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Met Ala Gin Lys Glu Gly Gly Arg Thr Val Pro Cys Cys Ser Arg 
-160 -155 -150 

Pro Lys Val Ala Ala Leu Thr Ala Gly Thr Leu Leu Leu Leu Thr 
-145 -140 -135 

Ala lie Gly Ala Ala Ser Trp Ala lie Val Ala Val Leu Leu Arg 
-130 / -125 -120 

Ser Asp Gin Glu Pro Leu Tyr Pro Val Gin Val Ser Ser Ala Asp 
-115 -110 -105 

Ala Arg Leu Met Val Phe Asp Lys Thr Glu Gly Thr Trp Arg Leu Leu 
-100 -95 -90 

Cys Ser Ser Arg Ser Asn Ala Arg Val Ala Gly Leu Ser Cys Glu Glu 
-85 -80 -75 

Met Gly Phe Leu Arg Ala Leu Thr His Ser Glu Leu Asp Val Arg Thr 
-70 -65 -60 -55 

Ala Gly Ala Asn Gly Thr Ser Gly Phe Phe Cys Val Asp Glu Gly Arg 
-50 -45 -40 

Leu Pro His Thr Gin Arg Leu Leu Glu Val lie Ser Val Cys Asp Cys 
-35 -30 -25 

Pro Arg Gly Arg Phe Leu Ala Ala Me Cys Gin Asp Cys Gly Arg Arg 
-20 -15 -10 

Lys Leu Pro Val Asp Arg Me Val Gly Gly Arg Asp Thr Ser Leu Gly 

(22) 



-5 -11 5 10 



Arg Trp Pro Trp Gin Val Ser Leu Arg Tyr Asp Gly Ala His Leu Cys 
15 20 25 



Gly Gly Ser Leu Leu Ser Gly Asp Trp Val Leu Thr Ala Ala His Cys 
30 35 40 



Phe Pro Glu Arg Asn Arg Val Leu Ser Arg Trp Arg Val Phe Ala Gly 
45 50 55 



Ala Val Ala Gin Ala Ser Pro His Gly Leu Gin Leu Gly Val Gin Ala 
60 65 70 



Val Val Tyr His Gly Gly Tyr Leu Pro Phe Arg Asp Pro Asn Ser Glu 
75 80 85 90 



Glu Asn Ser Asn Asp lie Ala Leu Val His Leu Ser Ser Pro Leu Pro 
95 100 105 



Leu Thr Glu Tyr Me Gin Pro Val Cys Leu Pro Ala Ala Gly Gin Ala 
110 115 120 



Leu Val Asp Gly Lys Me Cys Thr Val Thr Gly Trp Gly Asn Thr Gin 
125 130 135 



Tyr Tyr Gly Gin Gin Ala Gly Val Leu Gin Glu Ala Arg Val Pro Me 
140 145 150 



Me Ser Asn Asp Val Cys Asn Gly Ala Asp Phe Tyr Gly Asn Gin Me 
155 160 165 170 



Lys Pro Lys Met Phe Cys Ala Gly Tyr Pro Glu Gly Gly Me Asp Ala 
175 180 185 



Cys Gin Gly Asp Ser Gly Gly Pro Phe Val Cys Glu Asp Ser Me Ser 
190 195 200 



Arg Thr Pro Arg Trp Arg Leu Cys Gly Me Val Ser Trp Gly Thr Gly 
205 210 215 



Cys Ala Leu Ala Gin Lys Pro Gly Val Tyr Thr Lys Val Ser Asp Phe 
220 225 230 



Arg Glu Trp Me Phe Gin Ala Me Lys Thr His Ser Glu Ala Ser Gly 
235 240 245 250 



Met Val Thr Gin Leu 
255 



<210> 15 

<211> 1534 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (26).. (1324) 

(23) 



<220> 

<221> sigj)eptide 
<222> (26).. (100) 

<220> 

<221> mat_peptide 
<222> (101). . (1324) 

<400> 15 

ggaattccct ggagcagagt tgaga atg gag aga atg tta cct etc ctg get 52 

Met Glu Arg Met Leu Pro Leu Leu Ala 
-25 -20 

ctg ggg etc ttg gcg get ggg ttc tgc cct get gtc etc tgc cac cct 100 
Leu Gly Leu Leu Ala Ala Gly Phe Cys Pro Ala Val Leu Cys His Pro 
-15 -10 -5 -1 

aac age cca ctt gac gag gag aat ctg ace cag gag aac caa gac cga 148 
Asn Ser Pro Leu Asp Glu Glu Asn Leu Thr Gin Glu Asn Gin Asp Arg 
15 10 15 

ggg aca cac gtg gac etc gga tta gee tec gee aac gtg gac ttc get 196 
Gly Thr His Val Asp Leu Gly Leu Ala Ser Ala Asn Val Asp Phe Ala 
20 25 30 

ttc age ctg tac aag cag tta gtc ctg aag gee ctt gat aag aat gtc 244 
Phe Ser Leu Tyr Lys Gin Leu Val Leu Lys Ala Leu Asp Lys Asn Val 
35 40 45 

ate ttc tec cca ctg age ate tec ace gee ttg gee ttc ctg tct ctg 292 
lie Phe Ser Pro Leu Ser lie Ser Thr Ala Leu Ala Phe Leu Ser Leu 
50 55 60 

ggg gee cat aat ace ace ctg aca gag att etc aag gee teg agt tea 340 
Gly Ala His Asn Thr Thr Leu Thr Glu lie Leu Lys Ala Ser Ser Ser 
65 70 75 80 

cct cac gga gac tta ctg agg cag aaa ttc act cag age ttc cag cac 388 
Pro His Gly Asp Leu Leu Arg Gin Lys Phe Thr Gin Ser Phe Gin His 
85 90 95 

etc cgc gca ccc tea ate agt tec age gat gag ctg cag ctg agt atg 436 
Leu Arg Ala Pro Ser lie Ser Ser Ser Asp Glu Leu Gin Leu Ser Met 
100 105 110 

gga aat gec atg ttt gtc aaa gag caa etc agt ctg ctg gac agg ttc 484 
Gly Asn Ala Met Phe Val Lys Glu Gin Leu Ser Leu Leu Asp Arg Phe 
115 120 125 

acg gag gat gee aag agg ctg tat ggc tec gag gee ttt gee act gac 532 
Thr Glu Asp Ala Lys Arg Leu Tyr Gly Ser Glu Ala Phe Ala Thr Asp 
130 135 140 

ttt cag gac tea get gca get aag aag etc ate aac gac tac gtg aag 580 
Phe Gin Asp Ser Ala Ala Ala Lys Lys Leu lie Asn Asp Tyr Val Lys 
145 150 155 160 

aat gga act agg ggg aaa ate aca gat ctg ate aag gac ccc gac teg 628 
Asn Gly Thr Arg Gly Lys lie Thr Asp Leu Me Lys Asp Pro Asp Ser 
165 170 175 

cag aca atg atg gtc ctg gtg aat tac ate ttc ttt aaa gee aaa tgg 676 
Gin Thr Met Met Val Leu Val Asn Tyr lie Phe Phe Lys Ala Lys Trp 
180 185 190 

gag atg ccc ttt gac ccc caa gat act cat cag tea agg ttc tac ttg 724 
Glu Met Pro Phe Asp Pro Gin Asp Thr His Gin Ser Arg Phe Tyr Leu 
195 200 205 

age aag aaa aag tgg gta atg gtg ccc atg atg agt ttg cat cac ctg 772 
Ser Lys Lys Lys Trp Val Met Val Pro Met Met Ser Leu His His Leu 
210 215 220 

act ata cct tac ttc egg gac gag gag ctg tec tgc acc gtg gtg gag 820 
Thr lie Pro Tyr Phe Arg Asp Glu Glu Leu Ser Cys Thr Val Val Glu 

(24) 



225 230 235 240 

ctg aag tac aca ggc aat gcc age gca etc ttc ate etc cct gat caa 868 
Leu Lys Tyr Thr G I y Asn Ala Ser Ala Leu Phe Me Leu Pro Asp Gin 
245 250 255 

gac aag atg gag gaa gtg gaa gcc atg ctg etc cca gag acc ctg aag 916 
Asp Lys Met Glu Glu Val Glu Ala Met Leu Leu Pro Glu Thr Leu Lys 
260 265 270 

egg tgg aga gac tct ctg gag ttc aga gag ata ggt gag etc tac ctg 964 
Arg Trp Arg Asp Ser Leu Giu Phe Arg Glu Me Gly Glu Leu Tyr Leu 
275 280 285 

cca aag ttt tec ate teg agg gac tat aac ctg aac gac ata ctt etc 1012 
Pro Lys Phe Ser Me Ser Arg Asp Tyr Asn Leu Asn Asp Me Leu Leu 
290 295 300 

cag ctg ggc att gag gaa gcc ttc acc age aag get gac ctg tea ggg 1060 
Gin Leu Gly Me Glu Glu Ala Phe Thr Ser Lys Ala Asp Leu Ser Gly 
305 310 315 320 

ate aca ggg gcc agg aac eta gca gtc tec cag gtg gtc cat aag gtc 1108 
Me Thr Gly Ala Arg Asn Leu Ala Val Ser Gin Val Val His Lys Val 
325 330 335 

gtg tct gat gta ttt gag gag ggc aca gaa gca tct get gcc aca gca 1156 
Val Ser Asp Val Phe Glu Glu Gly Thr Glu Ala Ser Ala Ala Thr Ala 
340 345 350 

gtc aaa ate acc etc ctt tct gca tta gtg gag aca agg acc att gtg 1204 
Val Lys Me Thr Leu Leu Ser Ala Leu Val Glu Thr Arg Thr Me Val 
355 360 365 

cgt ttc aac agg ccc ttc ctg atg ate att gtc cct aca gac acc cag 1252 
Arg Phe Asn Arg Pro Phe Leu Met Me Me Val Pro Thr Asp Thr Gin 
370 375 380 

aac ate ttc ttc atg age aaa gtc acc aat ccc age aag cct aga get 1300 
Asn Me Phe Phe Met Ser Lys Val Thr Asn Pro Ser Lys Pro Arg Ala 
385 390 395 400 

tgc ate aag cag tgg ggc tct cag taaggaactt ggaatgcaag ctggatgcct 1354 
Cys Me Lys Gin Trp Gly Ser Gin 
405 

gggtctctgg gcacagctgg cccctgtgea ccgtagtggc catggcatgt gtggccctgt 1414 

ctgcttatcc ttggaaggtg acagegatte cctgtgaagc tctcacacgc acaggggccc 1474 

atggactctt cagtctggag ggtcctggcc tcctgacagc aataaataat ttcgttggcc 1534 

<210> 16 

<211> 433 

<212> PRT 

<213> Homo sapiens 

<400> 16 

Met Glu Arg Met Leu Pro Leu Leu Ala Leu Gly Leu Leu Ala Ala Gly 
-25 -20 -15 -10 

Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp Glu Glu 
-5 -11 5 

Asn Leu Thr Gin Glu Asn Gin Asp Arg Gly Thr His Val Asp Leu Gly 
10 15 20 

Leu Ala Ser Ala Asn Val Asp Phe Ala Phe Ser Leu Tyr Lys Gin Leu 
25 30 35 



(25) 



Val Leu Lys Ala Leu Asp Lys Asn Val lie Phe Ser Pro Leu Ser Me 
40 45 50 55 



Ser Thr Ala Leu Ala Phe Leu Ser Leu Gly Ala His Asn Thr Thr Leu 
60 65 70 



Thr Glu lie Leu Lys Ala Ser Ser Ser Pro His Gly Asp Leu Leu Arg 
75 80 85 



Gin Lys Phe Thr Gin Ser Phe Gin His Leu Arg Ala Pro Ser lie Ser 
90 95 100 



Ser Ser Asp Glu Leu Gin Leu Ser Met Gly Asn Ala Met Phe Val Lys 
105 110 115 



Glu Gin Leu Ser Leu Leu Asp Arg Phe Thr Glu Asp Ala Lys Arg Leu 
120 125 130 135 



Tyr Gly Ser Glu Ala Phe Ala Thr Asp Phe Gin Asp Ser Ala Ala Ala 
140 145 150 



Lys Lys Leu He Asn Asp Tyr Val Lys Asn Gly Thr Arg Gly Lys lie 
155 160 165 



Thr Asp Leu lie Lys Asp Pro Asp Ser Gin Thr Met Met Val Leu Val 
170 175 180 



Asn Tyr Me Phe Phe Lys Ala Lys Trp Glu Met Pro Phe Asp Pro Gin 
185 190 195 



Asp Thr His Gin Ser Arg Phe Tyr Leu Ser Lys Lys Lys Trp Val Met 
200 205 210 215 



Val Pro Met Met Ser Leu His His Leu Thr Me Pro Tyr Phe Arg Asp 
220 225 230 



Glu Glu Leu Ser Cys Thr Val Val Glu Leu Lys Tyr Thr Gly Asn Ala 
235 240 245 



Ser Ala Leu Phe Me Leu Pro Asp Gin Asp Lys Met Glu Glu Val Glu 
250 255 260 



Ala Met Leu Leu Pro Glu Thr Leu Lys Arg Trp Arg Asp Ser Leu Glu 
265 270 275 

Phe Arg Glu Me Gly Glu Leu Tyr Leu Pro Lys Phe Ser Me Ser Arg 
280 285 290 295 

Asp Tyr Asn Leu Asn Asp Me Leu Leu Gin Leu Gly Me Glu Glu Ala 

300 305 310 



Phe Thr Ser Lys Ala Asp Leu Ser Gly Me Thr Gly Ala Arg Asn Leu 
315 320 325 



Ala Val Ser Gin Val Val His Lys Val Val Ser Asp Val Phe Glu Glu 
330 335 340 



(26) 



Gly Thr Glu Ala Ser Ala Ala Thr Ala Val Lys He Thr Leu Leu Ser 
345 350 355 



Ala Leu Val Glu Thr Arg Thr lie Val Arg Phe Asn Arg Pro Phe Leu 
360 365 370 375 

Met lie lie Val Pro Thr Asp Thr Gin Asn lie Phe Phe Met Ser Lys 
380 385 390 



Val Thr Asn Pro Ser Lys Pro Arg Ala Cys lie Lys Gin Trp Gly Ser 
395 400 405 



Gin 



<210> 17 

<211> 2008 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (222).. (857) 

<400> 17 

tgggacactg ctcagggaag agcctgctac ggtggactgt gagactcagt gcactgtcct 60 

cctcccagcg accccacgct ggaccccctg ccggaccctc cacccttcgg cccccaagct 120 

tcccaggggc ttcctttgga ctggactgtc cctgctcatc cattctcctg ccacccccag 180 

acctcctcag ctccaggttg ccacctcctc tcgccagagt g atg agg tec egg ctt 236 

Met Arg Ser Arg Leu 
1 5 

ctg etc tec gtg gee cat ctg ccc aca att egg gag acc acg gag gag 284 
Leu Leu Ser Val Ala His Leu Pro Thr lie Arg Glu Thr Thr Glu Glu 
10 15 20 

atg ctg ctt ggg ggt cct gga cag gag ccc cca ccc tct cct age ctg 332 
Met Leu Leu Gly Gly Pro Gly Gin Glu Pro Pro Pro Ser Pro Ser Leu 
25 30 35 

gat gac tac gtg agg tct ata tct cga ctg gca cag ccc acc tct gtg 380 
Asp Asp Tyr Val Arg Ser Me Ser Arg Leu Ala Gin Pro Thr Ser Val 
40 45 50 

ctg gac aag gec acg gee cag ggc caa ccc agg cca ccc cac agg cca 428 
Leu Asp Lys Ala Thr Ala Gin Gly Gin Pro Arg Pro Pro His Arg Pro 
55 60 65 

gec cag gee tgc egg aag ggc cgc cct get gtg tec ctg cga gac ate 476 
Ala Gin Ala Cys Arg Lys Gly Arg Pro Ala Val Ser Leu Arg Asp lie 
70 75 80 85 

acc gca cgt ttc agt ggc cag cag ccc aca ctg ccc atg get gat act 524 
Thr Ala Arg Phe Ser Gly Gin Gin Pro Thr Leu Pro Met Ala Asp Thr 
90 95 100 

gtg gac ccc ctg gac tgg ctt ttt ggg gag tec cag gaa aag cag cca 572 
Val Asp Pro Leu Asp Trp Leu Phe Gly Glu Ser Gin Glu Lys Gin Pro 
105 110 115 

age cag agg gac ctg cca agg agg act ggc ccc tct get ggc etc tgg 620 
Ser Gin Arg Asp Leu Pro Arg Arg Thr Gly Pro Ser Ala Gly Leu Trp 
120 125 130 

ggt cca cat aga cag atg gac age age aag ccc acg ggg gee ccc aga 668 
Gly Pro His Arg Gin Met Asp Ser Ser Lys Pro Thr Gly Ala Pro Arg 
135 140 145 

(27) 



ggg agg etc tgt gaa gec agg atg cct ggg cat tec ctg gca aga cca 716 

Gly Arg Leu Cys Glu Ala Arg Met Pro Gly His Ser Leu Ala Arg Pro 

150 155 160 165 

ccg cag gat ggg cag cag age tct gac eta aga age tgg act ttt ggg 764 

Pro Gin Asp Gly Gin Gin Ser Ser Asp Leu Arg Ser Trp Thr Phe Gly 

170 175 180 

cag tct gee caa gee atg gee tec cgc cac cgc ccc cgc ccc age agt 812 

Gin Ser Ala Gin Ala Met Ala Ser Arg His Arg Pro Arg Pro Ser Ser 

185 190 195 



gtc etc aga aca etc tac teg cac etc ccg gtg ate cat gaa etc 857 
Val Leu Arg Thr Leu Tyr Ser His Leu Pro Val lie His Glu Leu 



200 . 


205 




210 






tgaccectcc 


ccagtaaagg 


cttctgtaga 


gagcatgetg 


ggtctgeate 


tcctctcgtc 


917 


tcctccatgg 


tggtcactgc 


ccctggcagg 


tctctgaaag 


ggaaatgett 


ttctgeggag 


977 


gcccctgctt 


gggcagttca 


cagtgagacc 


gaccccctct 


gaatatgata 


acagcctgtt 


1037 


teacatgagg 


agatgttacc 


aatcccgttc 


gctctgaccc 


ttgctggctg 


atcaccttga 


1097 


gcaacttact 


taacatctgt 


gttcctcagt 


ttctcatggg 


taatataggg 


ataattactg 


1157 


gcacctgcct 


cccaggccat 


tctgacgtgt 


aacegcatat 


aggagcccac 


tggctgagta 


1217 


gctaccatca 


tcgctggtgg 


ggaaactggt 


ggtaggggtg 


tgagggtagt 


gggggtgtca 


1277 


gccccccagg 


tgtttcagaa 


caaf?£?cctc£ 


fff?cactccca 


atrtctecctc 


ttggctccca 


1337 


ccctcaaagc 


ccatgttctg 


cgaggcccaa 


gagaacacat 


ggagtcttag 


caaatgeact 


1397 


aatgtattcc 


gggggaetgt 


cacctggcac 


cactggggca 


ctctgctggc 


tacaactcat 


1457 


acgtcctgtg 


gtggcattgg 


gagagttccc 


ccatgatgag 


ggecaagata 


gaatctgtac 


1517 


cactcagtgc 


taccatcccc 


acccctacac 


cacttccaca 


caggggcctc 


atggcatggt 


1577 


cagggtccca 


gctgtaggtg 


agagcagggc 


actgtccagc 


tgtccactgg 


ggaagtcaag 


1637 


atgtcctaag 


gcccaggtca 


gggcatctgg 


agtctgaagg 


accctagttc 


ctagaggcat 


1697 


ctggcagcaa 


gaaggtgagg 


catcagggaa 


egggaatcag 


gctgggactg 


atcagaggtg 


1757 


aagggacaga 


gagaggagag 


gaggaagatt 


gagctggggg 


caacagccaa 


gctcacctgg 


1817 


gcaggtctct 


gccacctcct 


tgctctgtga 


gctgtcagtc 


taggttattc 


tctttttttg 


1877 


tggctatttt 


taattgcttt 


ggatttgtta 


aatgttttct 


gtcttctgtt 


aagtgtgttt 


1937 


tctctggaga 


tagaatgtaa 


accatattaa 


aaggaaaaag 


tttcagacaa 


gcaaaaaaaa 


1997 


aaaaaaaaaa 


a 










2008 



<210> 18 

<211> 212 

<212> PRT 

<213> Homo sapiens 

<400> 18 

Met Arg Ser Arg Leu Leu Leu Ser Val Ala His Leu Pro Thr He Arg 
15 10 15 

Glu Thr Thr Glu Glu Met Leu Leu Gly Gly Pro Gly Gin Glu Pro Pro 
20 25 30 

Pro Ser Pro Ser Leu Asp Asp Tyr Val Arg Ser lie Ser Arg Leu Ala 
35 40 45 

(28) 



Gin Pro Thr Ser Val Leu Asp Lys Ala Thr Ala Gin Gly Gin Pro Arg 
50 55 60 



Pro Pro His Arg Pro Ala Gin Ala Cys Arg Lys Gly Arg Pro Ala Val 
65 70 75 80 

Ser Leu Arg Asp Me Thr Ala Arg Phe Ser Gly Gin Gin Pro Thr Leu 
85 90 95 

Pro Met Ala Asp Thr Val Asp Pro Leu Asp Trp Leu Phe Gly Glu Ser 
100 105 110 

Gin Glu Lys Gin Pro Ser Gin Arg Asp Leu Pro Arg Arg Thr Gly Pro 
115 120 125 

Ser Ala Gly Leu Trp Gly Pro His Arg Gin Met Asp Ser Ser Lys Pro 
130 135 140 

Thr Gly Ala Pro Arg Gly Arg Leu Cys Glu Ala Arg Met Pro Gly His 
145 150 155 160 

Ser Leu Ala Arg Pro Pro Gin Asp Gly Gin Gin Ser Ser Asp Leu Arg 
165 170 175 

Ser Trp Thr Phe Gly Gin Ser Ala Gin Ala Met Ala Ser Arg His Arg 
180 185 190 

Pro Arg Pro Ser Ser Val Leu Arg Thr Leu Tyr Ser His Leu Pro Val 
195 200 205 

I le His Glu Leii 
210 

<210> 19 

<211> 1649 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (367).. (1068) 

<400> 19 

agcgagcggg gccagcgctg cagaaggcgg cggctggctc tccgggacgg tcacatcccg 60 

ctgcaggggc gggcggaggc cgccgcactg cctcccgcac cggggaccca ggccagcgtc 120 

cgggcaacgc cccctgctcc cggacagact ccgtggcccg ctcgagccct gggggctccg 180 

cagacccgcg cccgctccgc ccgcagctcg gccccgcgct gcccgcgtcg ccgggcccgc 240 

gccgggatgg ggtaggggca gcgccaccga gtcgggcgat gggccgccct ctgggcaccg 300 

agcagccccc cgaggcctga ccaaccgcga ggaccggcgg aggagccccg cctggatgtc 360 

aagcgg atg cca age gga tgc cac agt tec ccc ccc age gga etc cgt 408 
Met Pro Ser Gly Cys His Ser Ser Pro Pro Ser Gly Leu Arg 
1 5 10 

ggg gac atg get teg ctg gtg ccc ctt tec cca tat eta age ccc acg 456 
Gly Asp Met Ala Ser Leu Val Pro Leu Ser Pro Tyr Leu Ser Pro Thr 
15 20 25 30 

(29) 



gtc etc ctg ctg gtc age tgt gac ctg ggc ttc gtg cga gca gac egg 504 
Val Leu Leu Leu Val Ser Cys Asp Leu Gly Phe Val Arg Ala Asp Arg 
35 40 45 

cct ccc tct cct gtg aat gtg acg gtc act cac etc aga gec aac teg 552 
Pro Pro Ser Pro Val Asn Val Thr Val Thr His Leu Arg Ala Asn Ser 
50 55 60 

gec act gtg tec tgg gac gtc cca gaa ggc aac ate gtc att ggc tac 600 
Ala Thr Val Ser Trp Asp Val Pro Glu Gly Asn lie Val He Gly Tyr 
65 70 75 

tec att tec cag caa egg cag aat ggc ccc ggg cag cgt gtg att egg 648 
Ser Me Ser Gin Gin Arg Gin Asn Gly Pro Gly Gin Arg Vai lie Arg 
80 85 90 

gag gtg aac acc acc acc egg gec tgt gec etc tgg ggc ctg get gaa 696 
Glu Val Asn Thr Thr Thr Arg Ala Cys Ala Leu Trp Gly Leu Ala Glu 
95 100 105 110 

gac agt gac tac aca gtg cag gtc agg age ate ggc ctt egg gga gag 744 
Asp Ser Asp Tyr Thr Val Gin Val Arg Ser lie Gly Leu Arg Gly Glu 
115 120 125 

agt ccc cca ggg ccc egg gtg cac ttc cga act etc aag ggt tct gac 792 
Ser Pro Pro Gly Pro Arg Val His Phe Arg Thr Leu Lys Gly Ser Asp 
130 135 140 

egg eta cct tea aac agt tea age cca ggt gac ate aca gtg gaa ggt 840 
Arg Leu Pro Ser Asn Ser Ser Ser Pro Gly Asp lie Thr Val Glu Gly 
145 150 155 

ctg gat gga gag egg cca ctg cag act ggg gaa gtg gtc ate att gtg 888 
Leu Asp Gly Glu Arg Pro Leu Gin Thr Gly Glu Val Val lie lie Val 
160 165 170 

gtg gtg ttg etc atg tgg get get gta att ggg ctg ttc tgc cgt cag 936 
Val Val Leu Leu Met Trp Ala Ala Val lie Gly Leu Phe Cys Arg Gin 
175 180 185 190 

tat gac ate ate aag gac aat gac tec aac aac aat ccc aag gag aag 984 
Tyr Asp lie Me Lys Asp Asn Asp Ser Asn Asn Asn Pro Lys Glu Lys 
195 200 205 

gga aag ggg ccg gaa cag agt cct cag gga agg cca gtg ggg aca aga 1032 
Gly Lys Gly Pro Glu Gin Ser Pro Gin Gly Arg Pro Val Gly Thr Arg 
210 215 220 

cag aaa aag tea cca tct ate aac acc ate gac gtt tgagtgaaga 1078 
Gin Lys Lys Ser Pro Ser Me Asn Thr Me Asp Val 
225 230 

aacacaccca gaagagagat gcactaacaa ctggggatag ggatggggtc agggggagee 1138 

caagatggtg atctgcccga gactcccaga gggtaatgee actcccacaa tctcaggcct 1198 

ggtacccatc ctctttccac tgtgagcaga gecagaaggt aggtctgttc agagtctgtg 1258 

cccctggacc tggggagtgg atatcagatg ggatatctcc ttccattccc eggtccaggg 1318 

gagagtcact agttgtaccc tactccatta ggtcccaaat gggggcccca tttcacctgt 1378 

atcaggactc tgagcatccc cagctgcccc acatcttgcc tctggccctc agagaggggt 1438 

gtttctgtgg gtactcctct taccccagca aataaaagga attgtctgac cctagaggca 1498 

gatgetgeae tgcactactc caatgtcttc catggagect caggtgctcc ccctctcacc 1558 

tggcagcccc ttcagctget agtgatatca cttgttggac atttttccaa taaaggttct 1618 

tggacaaact ggaaaaaaaa aaaaaaaaaa a 1649 

<210> 20 
<211> 234 
<212> PRT 

(30) 



<213> Homo sapiens 
<400> 20 

Met Pro Ser Gly Cys His Ser Ser Pro Pro Ser Gly Leu Arg Gly Asp 
1 5 10 15 

Met Ala Ser Leu Val Pro Leu Ser Pro Tyr Leu Ser Pro Thr Val Leu 
20 25 30 



Leu Leu Val Ser Cys Asp Leu Gly Phe Val Arg Ala Asp Arg Pro Pro 
35 40 45 



Ser Pro Val Asn Val Thr Val Thr His Leu Arg Ala Asn Ser Ala Thr 
50 55 60 



Val Ser Trp Asp Val Pro Glu Gly Asn He Val lie Gly Tyr Ser Me 
65 70 75 80 



Ser Gin Gin Arg Gin Asn Gly Pro Gly Gin Arg Val lie Arg Glu Val 

85 90 95 

Asn Thr Thr Thr Arg Ala Cys Ala Leu Trp Gly Leu Ala Glu Asp Ser 

100 105 110 



Asp Tyr Thr Val Gin Val Arg Ser lie Gly Leu Arg Gly Glu Ser Pro 
115 120 125 



Pro Gly Pro Arg Val His Phe Arg Thr Leu Lys Gly Ser Asp Arg Leu 

130 135 140 

Pro Ser Asn Ser Ser Ser Pro Gly Asp He Thr Val Glu Gly Leu Asp 

145 150 155 160 



Gly Glu Arg Pro Leu Gin Thr Gly Glu Val Val lie lie Val Val Val 
165 170 175 



Leu Leu Met Trp Ala Ala Val lie Gly Leu Phe Cys Arg Gin Tyr Asp 
180 185 190 



lie Me Lys Asp Asn Asp Ser Asn Asn Asn Pro Lys Glu Lys Gly Lys 
195 200 205 



Gly Pro Glu Gin Ser Pro Gin Gly Arg Pro Val Gly Thr Arg Gin Lys 
210 215 220 



Lys Ser Pro Ser Me Asn Thr He Asp Val 
225 230 



<210> 21 

<211> 3915 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> COS 

<222> (243).. (1730) 

<400> 21 

gtggggtggg gtggggctgg gggcttgtcg ccctttcagg ctccaccctt tgcggagatt 

(31) 



ataaatagtc atgatcccag cgagacccag agatgcctgt aatggtgaga ctttggatcc 120 

ttcctgagga cgtggagaaa actttctgct gagaaggaca ttttgaaggt tttgttggct 180 

gaaaaagctg tttctggaat cacccctaga tctttcttga agacttgaat tagattacag 240 

eg atg ggg aca cag aag gtc acc cca get ctg ata ttt gec ate aca 287 
Met Gly Thr Gin Lys Val Thr Pro Ala Leu lie Phe Ala Me Thr 
15 10 15 

gtt get aca ate ggc tct ttc caa ttt ggc tac aac act ggg gtc ate 335 
Val Ala Thr lie Gly Ser Phe Gin Phe Gly Tyr Asn Thr Gly Val lie 
20 25 30 

aat get cct gag aag ate ata aag gaa ttt ate aat aaa act ttg aeg 383 
Asn Ala Pro Glu Lys He lie Lys Glu Phe He Asn Lys Thr Leu Thr 
35 40 45 

gac aag gga aat gee cca ccc tct gag gtg ctg etc acg tct etc tgg 431 
Asp Lys Gly Asn Ala Pro Pro Ser Glu Val Leu Leu Thr Ser Leu Trp 
50 55 60 

tec ttg tct gtg gec ata ttt tec gtc ggg ggt atg ate ggc tec ttt 479 
Ser Leu Ser Val Ala He Phe Ser Val Gly Gly Met lie Gly Ser Phe 
65 70 75 

tec gtc gga etc ttc gtc aac cgc ttt ggc agg cgc aat tea atg ctg 527 
Ser Val Gly Leu Phe Val Asn Arg Phe Gly Arg Arg Asn Ser Met Leu 
80 85 90 95 

att gtc aac ctg ttg get gtc act ggt ggc tgc ttt atg gga ctg tgt 575 
He Val Asn Leu Leu Ala Val Thr Gly Gly Cys Phe Met Gly Leu Cys 
100 105 110 

aaa gta get aag teg gtt gaa atg ctg ate ctg ggt cgc ttg gtt att 623 
Lys Val Ala Lys Ser Val Glu Met Leu lie Leu Gly Arg Leu Val lie 
115 120 125 

ggc etc ttc tgc gga etc tgc aca ggt ttt gtg ccc atg tac att gga 671 
Gly Leu Phe Cys Gly Leu Cys Thr Gly Phe Val Pro Met Tyr lie Gly 
130 135 140 

gag ate teg cct act gee ctg egg ggt gec ttt ggc act etc aac cag 719 
Glu lie Ser Pro Thr Ala Leu Arg Gly Ala Phe Gly Thr Leu Asn Gin 
145 ' 150 155 

ctg ggc ate gtt gtt gga att ctg gtg gee cag ate ttt ggt ctg gaa 767 
Leu Gly He Val Val Gly He Leu Val Ala Gin He Phe Gly Leu Glu 
160 165 170 ,. 175 

ttc ate ctt ggg tct gaa gag eta tgg ccg ctg eta ctg ggt ttt acc 815 
Phe lie Leu Gly Ser Glu Glu Leu Trp Pro Leu Leu Leu Gly Phe Thr 
180 185 190 

ate ctt cct get ate eta caa agt gca gec ctt cca ttt tgc cct gaa 863 
lie Leu Pro Ala He Leu Gin Ser Ala Ala Leu Pro Phe Cys Pro Glu 
195 200 205 

agt ccc aga ttt ttg etc att aac aga aaa gaa gag gag aat get aag 911 
Ser Pro Arg Phe Leu Leu He Asn Arg Lys Glu Glu Glu Asn Ala Lys 
210 215 220 

cag ate etc cag egg ttg tgg ggc acc cag gat gta tec caa gac ate 959 
Gin lie Leu Gin Arg Leu Trp Gly Thr Gin Asp Val Ser Gin Asp lie 
225 230 235 

cag gag atg aaa gat gag agt gca agg atg tea caa gaa aag caa gtc 1007 
Gin Glu Met Lys Asp Glu Ser Ala Arg Met Ser Gin Glu Lys Gin Val 
240 245 250 255 

acc gtg eta gag etc ttt aga gtg tec age tac cga cag ccc ate ate 1055 
Thr Val Leu Glu Leu Phe Arg Val Ser Ser Tyr Arg Gin Pro lie lie 
260 265 270 

att tec att gtg etc cag etc tct cag cag etc tct ggg ate aat get 1103 

(32) 



lie Ser lie Val Leu Gin Leu Ser Gin Gin Leu Ser Gly lie Asn Ala 
275 280 285 

gtg ttc tat tac tea aca gga ate ttc aag gat gca ggt gtt caa gag 1151 
Val Phe Tyr Tyr Ser Thr Gly lie Phe Lys Asp Ala Gly Val Gin Glu 
290 295 300 

ccc ate tat gec acc ate ggc gcg ggt gtg gtt aat act ate ttc act 1199 
Pro lie Tyr Ala Thr lie Gly Ala Gly Val Val Asn Thr Me Phe Thr 
305 310 315 

gta gtt tct eta ttt ctg gtg gaa agg gca gga aga agg act ctg cat 1247 
Val Val Ser Leu Phe Leu Val Glu Arg Ala Gly Arg Arg Thr Leu His 
320 325 330 335 

atg ata ggc ctt gga ggg atg get ttt tgt tec acg etc atg act gtt 1295 
Met Me Gly Leu Gly Gly Met Ala Phe Cys Ser Thr Leu Met Thr Val 
340 345 350 

tct ttg tta tta aag gat aac tat aat ggg atg age ttt gtc tgt att 1343 
Ser Leu Leu Leu Lys Asp Asn Tyr Asn Gly Met Ser Phe Val Cys Me 
355 360 365 

ggg get ate ttg gtc ttt gta gee ttc ttt gaa att gga cca ggc ccc 1391 
Gly Ala Me Leu Val Phe Val Ala Phe Phe Glu Me Gly Pro Gly Pro 
370 375 380 

att ccc tgg ttt att gtg gee gaa etc ttc age cag ggc ccc cgc cca 1439 
Me Pro Trp Phe Me Val Ala Glu Leu Phe Ser Gin Gly Pro Arg Pro 
385 390 395 

get gcg atg gca gtg gee ggc tgc tec aac tgg acc tec aac ttc eta 1487 
Ala Ala Met Ala Val Ala Gly Cys Ser Asn Trp Thr Ser Asn Phe Leu 
400 405 410 415 

gtc gga ttg etc ttc ccc tec get get cac tat tta gga gee tac gtt 1535 
Val Gly Leu Leu Phe Pro Ser Ala Ala His Tyr Leu Gly Ala Tyr Val 
420 425 430 

ttt att ate ttc acc ggc ttc etc att acc ttc ttg get ttt acc ttc 1583 
Phe Me Me Phe Thr Gly Phe Leu lie Thr Phe Leu Ala Phe Thr Phe 
435 440 445 

ttc aaa gtc cct gag acc cgt ggc agg act ttt gag gat ate aca egg 1631 
Phe Lys Val Pro Glu Thr Arg Gly Arg Thr Phe Glu Asp Me Thr Arg 
450 455 460 

gee ttt gaa ggg cag gca cac ggt gca gat aga tct gga aag gac ggc 1679 
Ala Phe Glu Gly Gin Ala His Gly Ala Asp Arg Ser Gly Lys Asp Gly 
465 470 475 

gtc atg gag atg aac age ate gag cct get aag gag acc acc acc aat 1727 
Val Met Glu Met Asn Ser Me Glu Pro Ala Lys Glu Thr Thr Thr Asn 
480 485 490 495 

gtc taagtcgtgc ctccttccac ctccctcccg gcatgggaaa gccacctctc 1780 
Val 

cctcaacaag ggagagacct catcaggatg aacccaggac gcttctgaat getgetaett 1840 

aattcctttc tcatcccacg cactccatga gcaccccaag gctgcggttt gttggatctt 1900 

caatggcttt ttaaatttta tttcctggac atcctcttct gcttaggaga gaccgagtga 1960 

acctaccttc atttcaggag ggattggccg cttggcacat gacaactttg ccagcttttc 2020 

ctcccttggg ttctgatatt gccgcactag gggatatagg agaggaaaag taaggtgcag 2080 

ttcccccaac ctcagactta ccaggaagca gatacatatg agtgtggaag ccggagggtg 2140 

tttatgtaag agcaccttcc tcacttccat acagctctac gtggcaaatt aacttgagtt 2200 

ttatttattt tatcctctgg tttaattaca taattttttt ttttttactt taagtttcag 2260 

gatacatgtg ccgaatgtgc aggtttgtta cataggtata tatatgecat gatggaaata 2320 

(33) 



tttatttttt taagcgtaat tttgccaaat aataaaaaca gaaggaaatt gagattagag 2380 

ggaggtgttt aaagagaggt tatagagtag aagatttgat gctggagagg ttaaggtgca 2440 

ataagaattt agggagaaat gttgttcatt attggagggt aaatgatgtg gtgcctgagg 2500 

tctgtacgtt acctcttaac aatttctgtc cttcagatgg aaactcttta acttctcgta 2560 

aaagtcatat acctatataa taaagctact gatttccttg gagctttttt ctttaagata 2620 

atagtttaca tgtagtagta cttgaaatct aggattatta actaatatgg gcattgtagt 2680 

taatgatggt tgatgggttc taattttgga tggagtccag ggaagagaaa gtgatttcta 2740 

gaaagcctgt tcccctcact ggatgaaata actccttctt gtagtagtct cattactttt 2800 

gaagtaatcc cgccacctat ctcgtgggag agccatccaa ataagaaacc taaaataatt 2860 

ggttcttggt agagattcat tatttttcca ctttgttctt taggagattt taggtgttga 2920 

ttttctgttg tattttaact cataccttta aaggaattcc ccaaagaatg tttatagcaa . 2980 

acttggaatt tgtaacctca gctctgggag aggatttttt tctgagcgat tattatctaa 3040 

agtgtgttgt tgctttaggc tcacggcacg cttgcgtatg tctgttacca tgtcactgtg 3100 

gtcctatgcc gaatgccctc aggggacttg aatctttcca ataaaccagg tttagacagt 3160 

atgagtcaat gtgcagtgta gcccacactt gagaggatga atgtatgtgc actgtcactt 3220 

tgctctgggt ggaagtacgt tattgttgac ttattttctc tgtgtttgtt cctacagccc 3280 

ctttttcata tgttgctcag tctccctttc ccttcttggt gcttacacat ctcagaccct 3340 

ttagccaaac ccttgtcagt gacagtattt tggttcttag ttctcactgt tccctctgct 3400 

cctggagcct ttgaataaaa atgcacgtag ctgaggccgg atgcggtggc tcacgcctgt 3460 

aatcccagca ctttgggagg cctaggcggg cggtcagggg ttcgagacca gtctggccaa 3520 

catcgtgaaa ccctgtctct actaaaaatg caaaaattag ccgggcgtgg tggcgggcgc 3580 

ctgtaatccc agctacttgg gaagctgagg cgggagaatc atgtgaaccc gggacgcagg 3640 

ggttgcagtg agcggagatc gcatcattgc actctagcct gggccacagg gcgagactcc 3700 

gtctcaaaaa aaaaaaaatg cacatagcta tcgagtgtgc tttagcttga aaaggtgacc 3760 

ttgcaacttc atgtcaactt tctggctcct caaacagtag gttggcagta aggcagggtc 3820 

ccatttctca ctgagaagat tgtgaatatt tccatatgga ttttctattg ttactctggt 3880 

tctttgtttt aaaataaaaa ttctgaatgt acacg 3915 

<210> 22 

<211> 496 

<212> PRT 

<213> Homo sapiens 

<400> 22 

Met Gly Thr Gin Lys Val Thr Pro Ala Leu lie Phe Ala lie Thr Val 
15 10 15 

Ala Thr Me Gly Ser Phe Gin Phe Gly Tyr Asn Thr Gly Val He Asn 
20 25 30 

Ala Pro Glu Lys lie lie Lys Glu Phe lie Asn Lys Thr Leu Thr Asp 
35 40 45 



Lys Gly Asn Ala Pro Pro Ser Glu Val Leu Leu Thr Ser Leu Trp Ser 

(34) 



50 



55 



60 



Leu Ser Val Ala lie Phe Ser Val Gly Gly Met Me Gly Ser Phe Ser 
65 70 75 80 



Val Gly Leu Phe Val Asn Arg Phe Gly Arg Arg Asn Ser Met Leu Me 
85 90 95 



Val Asn Leu Leu Ala Val Thr Gly Gly Cys Phe Met Gly Leu Cys Lys 
100 105 110 



Val Ala Lys Ser Val Glu Met Leu Me Leu Gly Arg Leu Val lie Gly 
115 120 125 



Leu Phe Cys Gly Leu Cys Thr Gly Phe Val Pro Met Tyr Me Gly Glu 
130 135 140 



Me Ser Pro Thr Ala Leu Arg Gly Ala Phe Gly Thr Leu Asn Gin Leu 
145 150 155 160 



Gly Me Val Val Gly Me Leu Val Ala Gin Me Phe Gly Leu Glu Phe 
165 170 175 



Me Leu Gly Ser Glu Glu Leu Trp Pro Leu Leu Leu Gly Phe Thr He 
180 185 . 190 



Leu Pro Ala Me Leu Gin Ser Ala Ala Leu Pro Phe Cys Pro Glu Ser 
195 200 205 



Pro Arg Phe Leu Leu Me Asn Arg Lys Glu Glu Glu Asn Ala Lys Gin 
210 215 220 



Me Leu Gin Arg Leu Trp Gly Thr Gin Asp Val Ser Gin Asp Me Gin 
225 230 235 240 



Glu Met Lys Asp Glu Ser Ala Arg Met Ser Gin Glu Lys Gin Val Thr 
245 250 255 



Val Leu Glu Leu Phe Arg Val Ser Ser Tyr Arg Gin Pro Me Me Me 
260 265 270 



Ser Me Val Leu Gin Leu Ser Gin Gin Leu Ser Gly Me Asn Ala Val 
275 280 285 



Phe Tyr Tyr Ser Thr Gly Me Phe Lys Asp Ala Gly Val Gin Glu Pro 
290 295 300 



Me Tyr Ala Thr Me Gly Ala Gly Val Val Asn Thr Me Phe Thr Val 
305 310 315 320 



Val Ser Leu Phe Leu Val Glu Arg Ala Gly Arg Arg Thr Leu His Met 
325 330 335 



Me Gly Leu Gly Gly Met Ala Phe Cys Ser Thr Leu Met Thr Val Ser 
340 345 350 



Leu Leu Leu Lys Asp Asn Tyr Asn Gly Met Ser Phe Val Cys Me Gly 

(35) 



355 360 365 

Ala He Leu Val Phe Val Ala Phe Phe Glu Me Gly Pro Gly Pro lie 
370 375 380 

Pro Trp Phe lie Val Ala Glu Leu Phe Ser Gin Gly Pro Arg Pro Ala 
385 390 395 400 

Ala Met Ala Val Ala Gly Cys Ser Asn Trp Thr Ser Asn Phe Leu Val 
405 410 415 

Gly Leu Leu Phe Pro Ser Ala Ala His Tyr Leu Gly Ala Tyr Val Phe 
420 425 430 

Me Me Phe Thr Gly Phe Leu lie Thr Phe Leu Ala Phe Thr Phe Phe 
435 440 445 

Lys Val Pro Glu Thr Arg Gly Arg Thr Phe Glu Asp Me Thr Arg Ala 
450 455 460 

Phe Glu Gly Gin Ala His Gly Ala Asp Arg Ser Gly Lys Asp Gly Val 
465 470 475 480 

Met Glu Met Asn Ser Me Glu Pro Ala Lys Glu Thr Thr Thr Asn Val 
485 490 495 

<210> 23 

<211> 1085 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (76).. (678) 

<400> 23 

atcctgtctg tccgaaccca gacacaagtc ttcactcctt cctgcgagcc ctgaggaagc 60 

cttctttccc cagac atg gcc aac aag ggt cct tec tat ggc atg age cgc 111 
Met Ala Asn Lys Gly Pro Ser Tyr Gly Met Ser Arg 
1 5 10 

gaa gtg cag tec aaa ate gag aag aag tat gac gag gag ctg gag gag 159 
Glu Val Gin Ser Lys Me Glu Lys Lys Tyr Asp Glu Glu Leu Glu Glu 
15 20 25 

egg ctg gtg gag tgg ate ata gtg cag tgt ggc cct gat gtg ggc cgc 207 
Arg Leu Val Glu Trp Me Me Val Gin Cys Gly Pro Asp Val Gly Arg 
30 35 40 

cca gac cgt ggg ccc ttg ggc ttc cag gtg tgg ctg aag aat ggc gtg 255 
Pro Asp Arg Gly Pro Leu Gly Phe Gin Val Trp Leu Lys Asn Gly Val 
45 50 55 60 

att ctg age aag ctg gtg aac age ctg tac cct gat ggc tec aag ccg 303 
Me Leu Ser Lys Leu Val Asn Ser Leu Tyr Pro Asp Gly Ser Lys Pro 
65 70 75 

gtg aag gtg ccc gag aac cca ccc tec atg gtc ttc aag cag atg gag 351 
Val Lys Val Pro Glu Asn Pro Pro Ser Met Val Phe Lys Gin Met Glu 
80 85 90 

cag gtg get cag ttc ctg aag gcg get gag gac tct ggg gtc ate aag 399 
Gin Val Ala Gin Phe Leu Lys Ala Ala Glu Asp Ser Gly Val Me Lys 
95 100 105 



(36) 



act gac atg ttc cag act gtt gac etc ttt gaa ggc aaa gac atg gca 447 
Thr Asp Met Phe Gin Thr Val Asp Leu Phe Glu Gly Lys Asp Met Ala 
110 115 120 

gca gtg cag agg acc ctg atg get ttg ggc age ttg gca gtg acc aag 495 
Ala Val Gin Arg Thr Leu Met Ala Leu Gly Ser Leu Ala Val Thr Lys 
125 130 135 140 

aat gat ggg cac tac cgt gga gat ccc aac tgg ttt atg aag aaa gcg 543 
Asn Asp Gly His Tyr Arg Gly Asp Pro Asn Trp Phe Met Lys Lys Ala 
145 150 155 

cag gag cat aag agg gaa ttc aca gag age cag ctg cag gag gga aag 591 
Gin Glu His Lys Arg Glu Phe Thr Glu Ser Gin Leu Gin Glu Gly Lys 
160 165 170 

cat gtc att ggc ctt cag atg ggc age aac aga ggg gee tec cag gee 639 
His Val Me Gly Leu Gin Met Gly Ser Asn Arg Gly Ala Ser Gin Ala 
175 180 185 

ggc atg aca ggc tac gga cga cct egg cag ate ate agt tagageggag 688 
Gly Met Thr Gly Tyr Gly Arg Pro Arg Gin lie lie Ser 
190 195 200 

agggctagee ctgagcccgg cgctccccca gctccttggc tgcagccatc ccgcttagce 748 

tgcctcaccc acacccgtgt ggtaccttca gccctggcca agctttgagg ctctgtcact 808 

gagcaatggt aactgcacct gggcagctcc tccctgtgcc cccagcctca gcccaacttc 868 

ttacccgaaa gcatcactgc cttggcccct ccctcccggc ggcccccatc acctctactg 928 

tctcctccct gggctaagca ggggagaagc gggctggggg tagectggat gtgggcgaag 988 

tccactgtcc tecttggegg caaaagccca ttgaagaaga accagcccag cctgccccct 1048 

atcttgtacc tggaatattt ttggggttgg aactctc 1085 

<210> 24 

<211> 201 

<212> PRT 

<213> Homo sapiens 

<400> 24 

Met Ala Asn Lys Gly Pro Ser Tyr Gly Met Ser Arg Glu Val Gin Ser 
1 5 10 15 

Lys He Glu Lys Lys Tyr Asp Glu Glu Leu Glu Glu Arg Leu Val Glu 
20 25 30 

Trp Me Me Val Gin Cys Gly Pro Asp Val Gly Arg Pro Asp Arg Gly 
35 40 45 

Pro Leu Gly Phe Gin Val Trp Leu Lys Asn Gly Val Me Leu Ser Lys 
50 55 60 

Leu Val Asn Ser Leu Tyr Pro Asp Gly Ser Lys Pro Val Lys Val Pro 
65 70 75 80 

Glu Asn Pro Pro Ser Met Val Phe Lys Gin Met Glu Gin Val Ala Gin 
85 90 95 

Phe Leu Lys Ala Ala Glu Asp Ser Gly Val Me Lys Thr Asp Met Phe 
100 105 110 

Gin Thr Val Asp Leu Phe Glu Gly Lys Asp Met Ala Ala Val Gin Arg 
115 120 125 
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Thr Leu Met Ala Leu Gly Ser Leu Ala Val Thr Lys Asn Asp Gly His 
130 135 140 



Tyr Arg Gly Asp Pro Asn Trp Phe Met Lys Lys Ala Gin Glu His Lys 
145 150 155 160 

Arg Glu Phe Thr Glu Ser Gin Leu Gin Glu Gly Lys His Val He Gly 
165 170 175 

Leu Gin Met Gly Ser Asn Arg Gly Ala Ser Gin Ala Gly Met Thr Gly 
180 185 190 

Tyr Gly Arg Pro Arg Gin Me lie Ser 
195 200 

<210> 25 

<211> 30 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying kiaa1001 
gene transcript. 

<400> 25 

ggaacatctc tttgaattgt atttcttgta 30 

<210> 26 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying kiaa1001 
gene transcript. 

<400> 26 

agccacagcc aaaaaagact it 22 

<210> 27 

<211> 32 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of kiaalOOl gene transcript. 

<400> 27 

ttacatactt agagagagac tcttttagcc ag 32 

<210> 28 

<211> 28 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying asahl 
gene transcript. 

<400> 28 

accctaagga agttgctaac ttaaaaaa 28 

<210> 29 
<211> 29 
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<212> DNA 
<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying asahl 
gene transcript. 

<400> 29 

tccacaagtc tttgacttgt ttatttact 29 

<210> 30 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of asahl gene transcript. 

<400> 30 

ctgcatccca cgttctgtta att 23 

<210> 31 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying mgc4171 
gene transcript. 

<400> 31 

caggtggtct tttggtgcct ta 22 

<210> 32 

<211> 18 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying mgc4171 
gene transcript. 

<400> 32 

agtggctccc acgctgaa 18 

<210> 33 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of mgc4171 gene transcript. 

<400> 33 

tgaagagtcg gattttgaag cage 24 

<210> 34 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying iss 
gene transcript. 

<400> 34 

gtccggtgtc tacttgagaa acag 24 
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<210> 35 

<211> 21 

<212> DMA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying Iss 
gene transcript. 

<400> 35 

agaccccagc aatgttttcc t 21 

<210> 36 

<211> 18 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of Iss gene transcript. 

<400> 36 

cccaatggcg actggccg 18 

<210> 37 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying nr0b2 
gene transcript. 

<400> 37 

cagcacttgg ctccttagga a 21 

<210> 38 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> 01 igonucleoti de' designed to act as primer for amplifying nr0b2 
gene transcript. 

<400> 38 

actgtgtcca aaccaaggaa gtc 23 

<210> 39 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of nr0b2 gene transcript. 

<400> 39 

agctcttcac tcagccacac ccc 23 

<210> 40 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying fabpl 
gene transcript. 

<400> 40 

gagtttctcc ggcaagtacc aa 22 

(40) 



<210> 41 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying fabpl 
gene transcript. 

<400> 41 

cagaccgatt gccttcatga 20 

<210> 42 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of fabpl gene transcript. 

<400> 42 

tgcagagcca ggaaaacttt gaagc 25 

<210> 43 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying hpn 
gene transcript. 

<400> 43 

gaaaccagat caagcccaag at 22 

<210> 44 

<211> 18 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying hpn 
gene transcript. 

<400> 44 

ccctggcagg catcaatg 18 

<210> 45 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of hpn gene transcript. 

<400> 45 

ttctgtgctg gctaccccga 20 

<210> 46 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying serpina3 
gene transcript. 
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<400> 46 

gaggagggca cagaagcatc t 



21 



<210> 47 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying serpina3 
gene transcript. 

<400> 47 

ccttgtctcc actaatgcag aaag 24 

<210> 48 

<211> 24 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of serpina3 gene transcript. 

<400> 48 

tgccacagca gtcaaaatca ccct 24 

<210> 49 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying depp 
gene transcript. 

<400> 49 

tgtggtggca ttgggagagt 20 

<210> 50 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying depp 
gene transcript. 

<400> 50 

tggtagcact gagtggtaca gattc 25 

<210> 51 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of depp gene transcript. 

<400> 51 

cccccatgat gagggccaag at 22 

<210> 52 

<211> 22 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying flj22362 
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gene transcript. 



<400> 52 

ggtaatgcca ctcccacaat ct 



22 



<210> 53 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying f I j22362 
gene transcript. 

<400> 53 

ccttctggct ctgctcacag t 21 



<210> 54 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of f I j22362 gene transcript. 

<400> 54 

aggcctggta cccatcctct ttc 23 



<210> 55 

<211> 21 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying slc2a3 
gene transcript. 



<210> 56 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying slc2a3 
gene transcript. 

<400> 56 

tgccttactg ccaacctact gtt 23 



<210> 57 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of slc2a3 gene transcript. 



<400> 55 

gcttgaaaag gtgaccttgc a 



21 



<400> 57 

tcatgtcaac tttctggctc etc 



23 



<210> 58 
<211> 25 
<212> DNA 



<213> Artificial 



(43) 



<220> 

<223> Oligonucleotide designed to act as primer for amplifying tag In 
gene transcript. 

<400> 58 

gagcataaga gggaattcac agaga 



<210> 59 

<211> 20 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as primer for amplifying tagln 
gene transcript. 

<400> 59 

ctgttgctgc ccatctgaag 



<210> 60 

<211> 27 

<212> DNA 

<213> Artificial 

<220> 

<223> Oligonucleotide designed to act as TaqMan probe for detecting 
amplification of tagln gene transcript. 

<400> 60 

agctgcagga gggaaagcat gtcattg 



(44) 



